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*****LABR_64-1*****

LABR_64-1(AIP86911.1)      MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
LABR_64-1(AIP86912.1)      MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OsMH_09T0174300.1          MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OsZS_09T0143500.1          MVGAEMLVAAAVSQVARKINGIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
BGIOSGA029975-PA           MVGAEMLVAAAVSQVARKINGIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
LABR_64-1(AIP86912.1)      SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
OsMH_09T0174300.1          SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
OsZS_09T0143500.1          SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
BGIOSGA029975-PA           SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKN--------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
LABR_64-1(AIP86912.1)      SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
OsMH_09T0174300.1          SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
OsZS_09T0143500.1          SMVYKMKSKREMLQQRQQLPNQYHFLSHINSAVN-FEEKQTTSYRNTDIAIVGRDADLDN	179
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
LABR_64-1(AIP86912.1)      LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
OsMH_09T0174300.1          LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
OsZS_09T0143500.1          LMDILMENSAEELSIISIVGPVGFGKTSLAQFVFNNTGTEVFSFRIWVHVSMGNINLEKI	239
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
LABR_64-1(AIP86912.1)      GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
OsMH_09T0174300.1          GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
OsZS_09T0143500.1          GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIILDSLWGKDEEVNELKQMLLTGRH	299
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
LABR_64-1(AIP86912.1)      TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
OsMH_09T0174300.1          TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
OsZS_09T0143500.1          TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	359
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      RCEGTPLVANFLGSVVNAQRQRREIWQAAKDKEMWKIEEDYPQDKTSPLFPSFKIIYYNM	420
LABR_64-1(AIP86912.1)      RCEGTPLVANFLGSVVNAQRQRREIWQAAKDKEMWKIEEDYPQDKTSPLFPSFKIIYYNM	420
OsMH_09T0174300.1          RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	420
OsZS_09T0143500.1          RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	419
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
LABR_64-1(AIP86912.1)      PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
OsMH_09T0174300.1          PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
OsZS_09T0143500.1          PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMIDCSWSFIESKHGTLPLDVTAEKYID	479
BGIOSGA029975-PA           ------------------------------------------------------------	106
OS09T0327575-00            ------------------------------------------------------------	0
                                                                                       

LABR_64-1(AIP86911.1)      ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
LABR_64-1(AIP86912.1)      ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
OsMH_09T0174300.1          ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
OsZS_09T0143500.1          ELKAIYFLQVLERSQNDAERSGASEEMLHMHNLAHDLARSVAGEDILVILDAENERNARY	539
BGIOSGA029975-PA           ----------------DAERSGASEEMLHMHNLAHDLARSVAGEDILVILDAENERNARY	150
OS09T0327575-00            --------------------------MLHMHNLAHDLARSVAGEDILVILDAENERNARY	34
                                                     **:*******************************

LABR_64-1(AIP86911.1)      CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFERVSEVLSVNKYLRVLDLSGCCV	593
LABR_64-1(AIP86912.1)      CNYRYAQVSASSLESIDRKAWPSKARSLIFKNSGVDFEHVSEVLSVNKYLRVLDLSGCCV	593
OsMH_09T0174300.1          CNYRYAQVSASSLESIDRKAWPSKARSLIFKNSGVDFEHVSEVLSVNKYLRVLDLSGCCV	593
OsZS_09T0143500.1          CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	599
BGIOSGA029975-PA           CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	210
OS09T0327575-00            CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	94
                           *:********************************.***:*********************

LABR_64-1(AIP86911.1)      QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
LABR_64-1(AIP86912.1)      QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
OsMH_09T0174300.1          QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
OsZS_09T0143500.1          QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	659
BGIOSGA029975-PA           QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	270
OS09T0327575-00            QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	154
                           ************************************************************

LABR_64-1(AIP86911.1)      YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
LABR_64-1(AIP86912.1)      YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
OsMH_09T0174300.1          YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
OsZS_09T0143500.1          YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	719
BGIOSGA029975-PA           YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	330
OS09T0327575-00            YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	214
                           ***************************************:******************:*

LABR_64-1(AIP86911.1)      PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
LABR_64-1(AIP86912.1)      PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
OsMH_09T0174300.1          PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
OsZS_09T0143500.1          PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	779
BGIOSGA029975-PA           PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	390
OS09T0327575-00            PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	274
                           ************************************************************

LABR_64-1(AIP86911.1)      LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
LABR_64-1(AIP86912.1)      LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
OsMH_09T0174300.1          LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
OsZS_09T0143500.1          LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	839
BGIOSGA029975-PA           LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	450
OS09T0327575-00            LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	334
                           ************************************************************

LABR_64-1(AIP86911.1)      ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
LABR_64-1(AIP86912.1)      ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
OsMH_09T0174300.1          ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
OsZS_09T0143500.1          ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	899
BGIOSGA029975-PA           ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	510
OS09T0327575-00            ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	394
                           ************************************************************

LABR_64-1(AIP86911.1)      PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPS--SHLS	951
LABR_64-1(AIP86912.1)      PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPS--SHLS	951
OsMH_09T0174300.1          PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPS--SHLS	951
OsZS_09T0143500.1          PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTESSATRGMVQQIPGNQLSSPS--SHLS	957
BGIOSGA029975-PA           PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTEVHFGRFLKKNGFGGGSEAEMLPMQMQ	570
OS09T0327575-00            PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTESSATRGMVQQIPGNQLSSPS--SHLS	452
                           *******:**************************    * : ::  *.  .:     ::.

LABR_64-1(AIP86911.1)      SFASSSAPFA-----SSSSDT------STSE---------------HPVPN-------E-	977
LABR_64-1(AIP86912.1)      SFASSSAPFA-----SSSSDT------STSE---------------HPVPN-------E-	977
OsMH_09T0174300.1          SFASSSAPFA-----SSSSDT------STSE---------------HPVPN-------E-	977
OsZS_09T0143500.1          SFASSSAPFA-----SSSWDT------STSE---------------HPVPN-------E-	983
BGIOSGA029975-PA           GTCTTVAPEVRLDKQLQAWKNNPIWSDEPPEIKSVNNSSMEASTCNAGDPGVRVDIKNAR	630
OS09T0327575-00            SFASSSAPFA-----SSSWDT------STSE---------------HPVPN-------E-	478
                           . .:: ** .      .: ..      .  *                  *.         

LABR_64-1(AIP86911.1)      EAAALTVPRS---NEKCDNTPMPVKDGLISEDDAPSSGRVQFLHLHIVLLLPGLVWHISS	1034
LABR_64-1(AIP86912.1)      EAAALTVPRS---NEKCDNTPMPVKDGLISEDDAPSSGRVQFLHLHIVLLLPGLVWHISS	1034
OsMH_09T0174300.1          EAAALTVPRS---KEKCDNTPMPVKDGLISEDDAPVHLHQKPLQATAMAAI---------	1025
OsZS_09T0143500.1          EAAALTVPRS---NEKCDNTPMPVKDGLISEDDAPVHLHQTPLQATAMAAT---------	1031
BGIOSGA029975-PA           DEPVLVAPPKKQQEEEEPKEPVPVRRPPIAVPAAPQPENRVAP-------------HAAA	677
OS09T0327575-00            EAAALTVPRS---NEKCDNTPMPVKDGLISEDDAPVHLHQTPLQATAMAAT---------	526
                           :  .*..* .   :*:  : *:**:   *:   **   .                     



LABR_64-1(AIP86911.1)      SSSTSPRAGAQPNSFS---STENGSGAGWSTLTK----------------	1065
LABR_64-1(AIP86912.1)      SSSTSPRAGAQPNSFS---STENGSGAGWSTLTK----------------	1065
OsMH_09T0174300.1          --------------------------------------------------	1025
OsZS_09T0143500.1          --------------------------------------------------	1031
BGIOSGA029975-PA           -----AEGEAVPARADDGERERHGGGTEAEDEAKAEAELVPVPANSTKIK	722
OS09T0327575-00            --------------------------------------------------	526
                                                                             


*****LABR_64-2*****

LABR_64-2(AIP86925.1)         ----------------------------------------------------------MA	2
LABR_64-2(AIP86926.1)         ----------------------------------------------------------MA	2
OsR498G0917163500.01.P01      ----------------------------------------------------------MA	2
OsMH_09T0175200.3             RVIDFSTEGEANKIPRSIWRDELTIYKFPRGPVFLNPLPCIFSIQRYNTRSPKNHRCRMA	60
OsMH_09T0175200.4             RVIDFSTEGEANKIPRSIWRDELTIYKFPRGPVFLNPLPCIFSIQRYNTRSPKNHRCRMA	60
                                                                                        **

LABR_64-2(AIP86925.1)         TAGAAVDRLLRRLASGAGHLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	62
LABR_64-2(AIP86926.1)         TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	62
OsR498G0917163500.01.P01      TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	62
OsMH_09T0175200.3             TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	120
OsMH_09T0175200.4             TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	120
                              ******************:*****************************************

LABR_64-2(AIP86925.1)         WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	122
LABR_64-2(AIP86926.1)         WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	122
OsR498G0917163500.01.P01      WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	122
OsMH_09T0175200.3             WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	180
OsMH_09T0175200.4             WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	180
                              ************************************************************

LABR_64-2(AIP86925.1)         RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLFHRTEIIGRDTDKENIKNLLLQNDVDKL	182
LABR_64-2(AIP86926.1)         RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLFHRTEIIGRDTDKENIKNLLLQNDVDKL	182
OsR498G0917163500.01.P01      RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	182
OsMH_09T0175200.3             RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	240
OsMH_09T0175200.4             RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	240
                              ********************************:***************************

LABR_64-2(AIP86925.1)         PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	242
LABR_64-2(AIP86926.1)         PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	242
OsR498G0917163500.01.P01      PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	242
OsMH_09T0175200.3             PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	300
OsMH_09T0175200.4             PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	300
                              ************************************************************

LABR_64-2(AIP86925.1)         TTKNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGTKIIVT	302
LABR_64-2(AIP86926.1)         TTKNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGTKIIVT	302
OsR498G0917163500.01.P01      TTKNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGTKIIVT	302
OsMH_09T0175200.3             TTKNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGTKIIVT	360
OsMH_09T0175200.4             TTKNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGTKIIVT	360
                              ************************************************************

LABR_64-2(AIP86925.1)         TSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRCEGIPA	362
LABR_64-2(AIP86926.1)         TSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRCEGIPA	362
OsR498G0917163500.01.P01      TSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRCEGIPA	362
OsMH_09T0175200.3             TSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRCEGIPA	420
OsMH_09T0175200.4             TSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRCEGIPA	420
                              ************************************************************

LABR_64-2(AIP86925.1)         VAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYLCMPSALKSCFAYL	422
LABR_64-2(AIP86926.1)         VAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYLCMPSALKSCFAYL	422
OsR498G0917163500.01.P01      VAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKSCFAYL	422
OsMH_09T0175200.3             VAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKSCFAYL	480
OsMH_09T0175200.4             VAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKSCFAYL	480
                              **********************************************:*************

LABR_64-2(AIP86925.1)         STIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNKPSATR	482
LABR_64-2(AIP86926.1)         STIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNKPSATR	482
OsR498G0917163500.01.P01      STIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNKPSATR	482
OsMH_09T0175200.3             STIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNKPSATR	540
OsMH_09T0175200.4             STIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNKPSATR	540
                              ************************************************************

LABR_64-2(AIP86925.1)         IRDTNQSKELRIHNLVHDFAMYVARDDLIILDGGEKASSLRKNIPVFYGVVNNDIGQSAL	542
LABR_64-2(AIP86926.1)         IRDTNQSKELRIHNLVHDFAMYVARDDLIILDGGEKASSLRKNIHVFYGVVNNDIGQSAL	542
OsR498G0917163500.01.P01      IRDTNQSKELRIHNLVHDFAMYVARDDLIILDGGEKASSLRKNIHVFYGVVNNDIGQSAL	542
OsMH_09T0175200.3             IRDTNQSKELRIHNLVHDFAMYVARDDLIILDGGEKASSLRKNIHVFYGVVNNDIGQSAL	600
OsMH_09T0175200.4             IRDTNQSKELRIHNLVHDFAMYVARDDLIILDGGEKASSLRKNIHVFYGVVNNDIGQSAL	600
                              ******************************************** ***************



LABR_64-2(AIP86925.1)         RKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVELPDFITNLRHLRYLDV	602
LABR_64-2(AIP86926.1)         RKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVELPDFITNLRHLRYLDV	602
OsR498G0917163500.01.P01      RKGLLSSARAVHFKN---------------------------------------------	557
OsMH_09T0175200.3             RKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVELPDFITNLRHLRYLDV	660
OsMH_09T0175200.4             RKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVELPDFITNLRHLRYLDV	660
                              ***************                                             

LABR_64-2(AIP86925.1)         SYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYLNLQGCDKLVNLPPFVC	662
LABR_64-2(AIP86926.1)         SYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYLNLQGCDKLVNLPPFVC	662
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             SYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYLNLQGCDKLVNLPPFVC	720
OsMH_09T0175200.4             SYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYLNLQGCDKLVNLPPFVC	720
                                                                                          

LABR_64-2(AIP86925.1)         DLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMPYLFGNLASLENLNMSK	722
LABR_64-2(AIP86926.1)         DLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMPYLFGNLASLENLNMSK	722
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             DLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMPYLFGNLASLENLNMSK	780
OsMH_09T0175200.4             DLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMPYLFGNLASLENLNMSK	780
                                                                                          

LABR_64-2(AIP86925.1)         CSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYIN---------------	767
LABR_64-2(AIP86926.1)         CSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYIN---------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             CSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYINLSNIGESIDFNQIQQ	840
OsMH_09T0175200.4             CSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYINLSNIGESIDFNQIQQ	840
                                                                                          

LABR_64-2(AIP86925.1)         ------------------------------------------------------------	767
LABR_64-2(AIP86926.1)         ------------------------------------------------------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             LRHILKKTFFSGDIGGSELQTCEHAADSADSKKEITMDFSANLHGNITLPPKCSTEEKSG	900
OsMH_09T0175200.4             LRHILKKTFFSGDIGGSELQTCEHAADSAD-------------------------KEKSG	875
                                                                                          

LABR_64-2(AIP86925.1)         ------------------------------------------------------------	767
LABR_64-2(AIP86926.1)         ------------------------------------------------------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             ENSERFLSAAVREDSSSTDVSTYVKPVVSSLIGVLRRPTRLDVPAGAMASQVGLAQMPSS	960
OsMH_09T0175200.4             ENSERFLSAAVREDSSSTDVSTYVKPVVSSLIGVLRRPTRLDVPAGAMASQVGLAQMPSS	935
                                                                                          

LABR_64-2(AIP86925.1)         ------------------------------------------------------------	767
LABR_64-2(AIP86926.1)         ------------------------------------------------------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             NNGKAGPHPTMAAAQTPEIDQPVHKRVRWDDIIDYSRPPNSKPARSASLVQSTDLSTPKK	1020
OsMH_09T0175200.4             NNGKAGPHPTMAAAQTPEIDQPVHKRVRWDDIIDYSRPPNSKPARSASLVQSTDLSTPKK	995
                                                                                          

LABR_64-2(AIP86925.1)         ------------------------------------------------------------	767
LABR_64-2(AIP86926.1)         ------------------------------------------------------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             SYKKIHSMPVVYSSIPKGSSGGTYLMPAKAIASSYRRYSPQRWEQHIGYQGTDEDELMVV	1080
OsMH_09T0175200.4             SYKKIHSMPVVYSSIPKGSSGGTYLMPAKAIASSYRRYSPQRWEQHIGYQGTDEDELMVV	1055
                                                                                          

LABR_64-2(AIP86925.1)         ------------------------------------------------------------	767
LABR_64-2(AIP86926.1)         ------------------------------------------------------------	767
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             PPFGEWDQSPTLRKSDFRYEKVFAKLTEEKMSGQRQKPQQRKPRNERFGAVWHAELLQKR	1140
OsMH_09T0175200.4             PPFGEWDQSPTLRKSDFRYEKVFAKLTEEKMSGQRQKPQQRKPRNERFGAVWHAELLQKR	1115
                                                                                          



*****Pb1*****

Pb1(BAJ25848.1)               MTELASGAVSSLLVVIRNEAALLGGVRDDVQFIKEEMESMNSFLAHLAKSAPQGGEHNEQ	60
Pb1(BAJ25849.1)               MTELASGAVSSLLVVIRNEAALLGGVRDDVQFIKEEMESMNSFLAHLAKSAPQGGEHNEQ	60
OsR498G1120452300.01.P01      ------------------------------------------------------------	0
OsMH_11T0353900.1             MTELASGAVSSLLVVIHNEAALLGGVRDDVQFIKEEMESMNSFLGHLARSAPQGGEHDEQ	60
OsZS_11T0365800.1             MTELASGAVSSLLVVIRNEAALLGGVRDDVQFIKEEMESMNSFLGHLAKSAPQGGEHNEQ	60
OsIR8_11T0186400.1            MTELASGAVSSLLVVIHNEAALLGGVRDDVQFIKEEMESMNSFLGHLARSAPQGGEHDEQ	60
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               VRTWMNQVRLLAQDCNNCIDLYLYSGNPEIHRAKGRLRRHLWWAYWYLRKMIARHRAAVQ	120
Pb1(BAJ25849.1)               VRTWMNQVRLLAQDCNNCIDLYLYSGNPEIHRAKGRLRRHLWWAYWYLRKMIARHRAAVQ	120
OsR498G1120452300.01.P01      ------------------------------------------------------------	0
OsMH_11T0353900.1             VRTWMNQVRLLAQDCNNCIDLYVYSGNPEIHRAKGRLRRHLWWAYWYLRKMVARHHAAVK	120
OsZS_11T0365800.1             VRTWMNQVRLLAQDCNNCIDLYLYSGNPEIHRAKGRLRRYLWWAYWYLRKMVARHRAAVQ	120
OsIR8_11T0186400.1            VRTWMNQVRLLAQDCNNCIDLYVYSGNPEIHRAKGRLRRHLWWAYWYLRKMVARHHAAVK	120
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               LCQLKDRARDVGERRLRYGVEVPATTKAAAPDAASGYAAGDDEDEEDYEHQLAVATAGHH	180
Pb1(BAJ25849.1)               LCQLKDRARDVGERRLRYGVEVPATTKAAAPDAASGYAAGDDEDEEDYEHQLAVATAGHH	180
OsR498G1120452300.01.P01      ------------------------------------------------------------	0
OsMH_11T0353900.1             LRQLKDRARDVGERRMRYGVEVPATTKAAAPDAASGYAAGDDEDEEDYEHQLAVATAGYR	180
OsZS_11T0365800.1             LCQLKDRARDVGERRLRYGVEVPATTKAAAADARGGYAAGDDEEDCE-------------	167
OsIR8_11T0186400.1            LRQLKDRARDVGERRMRYGVEVPATTKAAAPDAASGYAAGDDEDEEDYEHQLAVATAGYR	180
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               SARRAVYDPPALEDYVNEKLLEWAEEIPTRAIQTLSIAIVAPDTDNNEVLALAHEILVAP	240
Pb1(BAJ25849.1)               SARRAVYDPPALEDYVNEKLLEWAEEIPTRAIQTLSIAIVAPDTDNNEVLALAHEILVAP	240
OsR498G1120452300.01.P01      ------------------------------------------------------------	0
OsMH_11T0353900.1             SARRAVYEPPALEDYVNEKLLEWAEEIPTRAIETLSIAIVAPDTDNKEALDLAHETLVAP	240
OsZS_11T0365800.1             --DQLVFELDTLEDYVKAKLSEWVYSIPNNAKETLSIAIVAPDSENKEVLALAHETLVAP	225
OsIR8_11T0186400.1            SARRAVYEPPALEDYVNEKLLEWAEEIPTRAIETLSIAIVAPDTDNKEALDLAHETLVAP	240
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               GYYYRRSIMVNVPAVHAKFLPLRPKEVLYYILRELEHGEGAGSQKQATDQGNPWQGYYNI	300
Pb1(BAJ25849.1)               GYYYRRSIMVNVPAVHAKFLPLRPKEVLYYILRELEHGEGAGSQKQATDQGNPWQGYYNI	300
OsR498G1120452300.01.P01      --------MVDVPALHAYFLPLRPKEVLYYILRELGHGEGAGSQKQATDQGDPWQEYYNI	52
OsMH_11T0353900.1             GYYYRLSIMVDVPALHAYFLPLRPKEVLYYILRELGHGEGAGSQKQATDQGDPWQEYYNI	300
OsZS_11T0365800.1             NDNYRLSIMVNIPAMHHPFLPLRPKEVLYYILRELELGEGAGSLKHVINQGDPGQDYYNI	285
OsIR8_11T0186400.1            GYYYRLSIMVDVPALHAYFLPLRPKEVLYYILRELGHGEGAGSQKQATDQGDPWQEYYNI	300
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               YRDKKKVLRKIKRNIEKMNIYKKLEKIESDIKHEQQKSDKQLLLQLQKKGVDQVDLHVLL	360
Pb1(BAJ25849.1)               YRDKKKVLRKIKRNIEKMNIYKKLEKIESDIKHEQQKSDKQLLLQLQKKGVDQVDLHVLL	360
OsR498G1120452300.01.P01      YRGKKRVLRKIKRNIEKMNIYKKLDKIKSDIQYEQQKSDKQLPLRLQKKGVDRVDLHVLF	112
OsMH_11T0353900.1             YRGKKRVLRKIKRNIEKMNIYKKLDKIKSDIQYEQQKSDKQLPLRLQKKGVDRVDLHVLF	360
OsZS_11T0365800.1             YRSKKRVLHEIKRNIEKMNIYSKLEKIESDIKDGQHKSDKRLLLQLQKKGVDQVDLHVLL	345
OsIR8_11T0186400.1            YRGKKRVLRKIKRNIEKMNIYKKLDKIKSDIQYEQQKSDKQLPLRLQKKGVDRVDLHVLF	360
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               QLLLLQSQQDQVKNKAADIFKLPEWNDNNIMKIARKLKKHMETDEETKEVQIEVEEE--T	418
Pb1(BAJ25849.1)               QLLLLQSQQDQVKNKAADIFKLPEWNDNNIMKIARKLKKHMETDEETKEVQIEVEEE--T	418
OsR498G1120452300.01.P01      QQLLLQSQQDQVKNKAVDKFKLLEWNEDVIMKIARKLKKHMETDEDTKEVHEQTEVEDET	172
OsMH_11T0353900.1             QQLLLQSQQDQVKNKAVDKFKLLEWNEDVIMKIARKLKKHMETDEDTKEVHEQTEVEDET	420
OsZS_11T0365800.1             QLLLLQSQQDQAKNKAVDMYKLPEWNDDIIMKVAWKLKRHMEADEKTKQGGGERKEEK-D	404
OsIR8_11T0186400.1            QQLLLQSQQDQVKNKAVDKFKLLEWNEDVIMKIARKLKKHMETDEDTKEVHEQTEVEDET	420
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               TKQGRRGKRGEDEKQKEKGEERKEVERHKEKEEETKEEEQQHKKQEEKGEEREKVERHEK	478
Pb1(BAJ25849.1)               TKQGRRGKRGEDEKQKEKGEERKEVERHKEKEEETKEEEQQHKKQEEKGEEREKVERHEK	478
OsR498G1120452300.01.P01      TNQGRGGKSIEEEQQQHEKQ---KEKR------EDRKEVELHE----------KE---KE	210
OsMH_11T0353900.1             TNQGRGGKSIEEEQQQHEKQ---KEKR------EDRKEVELHE----------KE---KE	458
OsZS_11T0365800.1             KGEGNGEEGKEEENEEEEKD---QGDREEEGNEEERKEEQHHE-NMKQGPEQEKE---KE	457
OsIR8_11T0186400.1            TNQGRGGKSIEEEQQQHEKQ---KEKR------EDRKEVELHE----------KE---KE	458
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          



Pb1(BAJ25848.1)               EKEEETKEEHEEKKEREGREVEDEE--EKDNDDNN------------DGEEEEEEEEEED	524
Pb1(BAJ25849.1)               EKEEETKEEHEEKKEREGREVEDEE--EKDNDDNN------------DGEEEEEE-EEED	523
OsR498G1120452300.01.P01      EERKEDEEEHDKKKKREGREVQRNEEEEKDNDDNNDDDDNREEEEEEE-EEEEEEDDDED	269
OsMH_11T0353900.1             EERKEDEEEHDKKKKREGREVQRNEEEEKDNDDNNDDDDNREEEEEEE-EEEEEEDDDED	517
OsZS_11T0365800.1             ERKD---EQNEEKEEREGRKEEQVGREEKEENKNSDDDDDED-----SEEEEEEEEEEEE	509
OsIR8_11T0186400.1            EERKEDEEEHDKKKKREGREVQRNEEEEKDNDDNNDDDDNREEEEEEEEEEEEEEDDDED	518
BGIOSGA033695-PA              ------------------------------------------------------------	0
                                                                                          

Pb1(BAJ25848.1)               DDDEDPIHLHEDQYAQILQEVFPKIANSKTQQQDKSEAKQVTKTATTTLDEERIKQMINE	584
Pb1(BAJ25849.1)               DDDEDPIHLHEDQYAQILQEVFPKIANSKTQQQDKSEAKQVTKTATTTLDEERIKQMINE	583
OsR498G1120452300.01.P01      EDEEDPIHLHEAQYAQILQEVFPNIASRKAQQQDKSEAKQVTKTATTTLDEERVKQMINE	329
OsMH_11T0353900.1             EDEEDPIHLHEAQYAQILQEVFPNIASRKAQQQDKSEAKQVTKTATTTLDEERVKQMINE	577
OsZS_11T0365800.1             EEEEDPILLHEAQYAQILREVFPKIARSKVQQQDKSETKQAKKTATATLDEVQIKQMINE	569
OsIR8_11T0186400.1            EDEEDPIHLHEAQYAQILQEVFPNIASRKAQQQDKSEAKQVTKTATTTLDEERVKQMINE	578
BGIOSGA033695-PA              --------------------------------------------------------MINE	4
                                                                                      ****

Pb1(BAJ25848.1)               AKEDVFRELRGGKPDKNQATCEPDVPPDKNQATGEHAGVMDHNGEAYFTEIEQKIDEIKQ	644
Pb1(BAJ25849.1)               AKEDVFRELRGGKPDKNQATCEPDVPPDKNQATGEHAGVMDHNGEAYFTEIEQKIDEIKQ	643
OsR498G1120452300.01.P01      AKEDVFRELRAGKPDKNQETCEPDVPPDKNQGTDEHAGVLDPNGEAYFTEIEQKIDEIKQ	389
OsMH_11T0353900.1             AKEDVFRELRAGKPDKNQETCEPDVPPDKNQGTDEHAGVLDPNGEAYFTEIEQKIDEIKQ	637
OsZS_11T0365800.1             AI--ALRELQGGKPDRNQATGEPDVPPDKNQATVEHASVLDQNEEAYFKEIELKIEEIKQ	627
OsIR8_11T0186400.1            AKEDVFRELRAGKPDKNQETCEPDVPPDKNQGTDEHAGVLDPNGEAYFTEIEQKIDEIKQ	638
BGIOSGA033695-PA              AKEDVFRELRAGKPDKNQETCEPDVPPDKNQGTDEHAGVLDPNGEAYFTEIEQKIDEIKQ	64
                              *   .:***:.****:** * **********.* ***.*:* * ****.*** **:****

Pb1(BAJ25848.1)               EFKKQLKIKGIVDKIKHHLIEYKIKHELPDECPLIILKFDDMMDGSRWEEFRKALSLLEC	704
Pb1(BAJ25849.1)               EFKKQLKIKGIVDKIKHHLIEYKIKHELPDECPLIILKFDDMMDGSRWEEFRKALSLLEC	703
OsR498G1120452300.01.P01      EFKKQLKIKGIVDKIKHRLIEYKIKHALPNECPLIILKFDDMMDGLEWEEFRKALSLLEC	449
OsMH_11T0353900.1             EFKKQLKIKGIVDKIKHRLIEYKIKHALPNECPLIILKFDDMMDGLEWEEFRKALSLLEC	697
OsZS_11T0365800.1             GLKEQLKIKGIVDKIKD---------HLQGQCPLIILKADDMMDGSRWKEIRKALSLLNL	678
OsIR8_11T0186400.1            EFKKQLKIKGIVDKIKHRLIEYKIKHALPNECPLIILKFDDMMDGLEWEEFRKALSLLEC	698
BGIOSGA033695-PA              EFKKQLKIKGIVDKIKHRLIEYKIKHALPNECPLIILKFDDMMDGLEWEEFRKALSLLEC	124
                               :*:************.          * .:******* ****** .*:*:*******: 

Pb1(BAJ25848.1)               SADALIFTTENTEQAKRYSYPPREPIDYSLVGLYHYTVLELTSKHKNEDNCSPKIFRDIL	764
Pb1(BAJ25849.1)               SADALIFTTENTEQAKRYSYPPREPIDYSLVGLYHYTVLELTSKHKNEDNCSPKIFRDIL	763
OsR498G1120452300.01.P01      SADALIFTTENIEQARRYSYPPREPIDYSLAGLYHRTVLELTSKHKNEDNCSPQIFRDIL	509
OsMH_11T0353900.1             SADALIFTTENIEQARRYSYPPREPIDYSLAGLYHRTVLELTSKHKNEDNCSPQIFRDIL	757
OsZS_11T0365800.1             SADALIFTTESTEQAKGYCYPPREPIDYSLVGLYHYTVLELTSNHKDEDNCSPKIFRDIL	738
OsIR8_11T0186400.1            SADALIFTTENIEQARRYSYPPREPIDYSLAGLYHRTVLELTSKHKNEDNCSPQIFRDIL	758
BGIOSGA033695-PA              SADALIFTTENIEQARRYSYPPREPIDYSLAGLYHRTVLELTSKHKNEDNCSPQIFRDIL	184
                              **********. ***: *.***********.**** *******:**:******:******

Pb1(BAJ25848.1)               EECEGHEFCMKIFTHALYANPKRSNEELSKLHSTLQDSQKSFDAIAKKMFMYSYNDLPKE	824
Pb1(BAJ25849.1)               EECEGHEFCMKIFTHALYANPKRSNEELSKLHSTLQDSQKSFDAIAKKMFMYSYNDLPKE	823
OsR498G1120452300.01.P01      EECEENEFCMKIFTRALYANPKRSNKELSKLHSTLQDSQKSSDAIAKKMFMYSYNDLPKE	569
OsMH_11T0353900.1             EECEENEFCMKIFTRALYANPKRSNKELSKLHSTLQDSQKSSDAIAKKMFMYSYNDLPKE	817
OsZS_11T0365800.1             KECKGHEFCMKIFTHALYVNPKRSNEELSKLHSTLQHSQKSFHAIAKKMFMYSYNDLPKE	798
OsIR8_11T0186400.1            EECEENEFCMKIFTRALYANPKRSNKELSKLHSTLQDSQKSSDAIAKKMFMYSYNDLPKE	818
BGIOSGA033695-PA              EECEENEFCMKIFTRALYANPKRSNKELSKLHSTLQDSQKSSDAIAKKMFMYSYNDLPKE	244
                              :**: :********:***.******:**********.**** .*****************

Pb1(BAJ25848.1)               YKSCLLYLAIFPKGQKIRRSTLIGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPV	884
Pb1(BAJ25849.1)               YKSCLLYLAIFPKGQKIRRSTLIGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPV	883
OsR498G1120452300.01.P01      YKSCLLYLAIFPKGERIRRSTLVGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPL	629
OsMH_11T0353900.1             YKSCLLYLAIFPKGERIRRSTLVGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPL	877
OsZS_11T0365800.1             YKSCLLYLAIFPKGQKIRRSTLIGRWVAEGLTLKEDWPSSVRQANRCFDALIRRWLVCPG	858
OsIR8_11T0186400.1            YKSCLLYLAIFPKGERIRRSTLVGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPL	878
BGIOSGA033695-PA              YKSCLLYLAIFPKGERIRRSTLVGRWVAEGLTLKEDWPSSVRQANRCFDALIRRYLVCPL	304
                              **************::******:*******************************:**** 

Pb1(BAJ25848.1)               DIGGTGKVKSCAVHDPVHGFITTIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	944
Pb1(BAJ25849.1)               DIGGTGKVKSCAVHDPVHGFITTIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	943
OsR498G1120452300.01.P01      DIGGTGKVKSCVVHDPVHGFITKIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	689
OsMH_11T0353900.1             DIGGTGKVKSCVVHDPVHGFITKIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	937
OsZS_11T0365800.1             DIGGTGKVKSCVVHDPVHGFITTIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	918
OsIR8_11T0186400.1            DIGGTGKVKSCVVHDPVHGFITKIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	938
BGIOSGA033695-PA              DIGGTGKVKSCVVHDPVHGFITKIARKQHIVETRLSHHLARHFSIFNDLRLRSSDGIHTF	364
                              ***********.**********.*************************************



Pb1(BAJ25848.1)               FQSLSRSSRVSLLKVLDLEGSQCFGVKNQRYLKDICSKMLLLKYLSLKKTEITQLPSEIN	1004
Pb1(BAJ25849.1)               FQSLSRSSRVSLLKVLDLEGSQCFGVKNQRYLKDICSKMLLLKYLSLKKTEITQLPSEIN	1003
OsR498G1120452300.01.P01      FQSLSRSSRVSVLKVLDLEGCQCFGGKNQRYLKDICSKMLLLKYLGLKGTDITQLPSEIN	749
OsMH_11T0353900.1             FQSLSRSSRVSVLKVLDLEGCQCFGGKNQRYLKDICSKMLLLKYLGLKGTDITQLPSEIN	997
OsZS_11T0365800.1             FQNLSRSSRVSLLKVLDLEGCPCFGVKNQRYLKDICSKMLLLKYLSLKGTDITQLPSEIN	978
OsIR8_11T0186400.1            FQSLSRSSRVSVLKVLDLEGCQCFGGKNQRYLKDICSKMLLLKYLGLKGTDITQLPSEIN	998
BGIOSGA033695-PA              FQSLSRSSRVSVLKVLDLEGCQCFGGKNQRYLKDICSKMLLLKYLGLKGTDITQLPSEIN	424
                              **.********:********. *** *******************.** *:*********

Pb1(BAJ25848.1)               CLRELEVLDIRETKVPANATVNVLLLKLKRLLAGHIDSSPRNSGTSVQIPHRIDKMVNIE	1064
Pb1(BAJ25849.1)               CLRELEVLDIRETKVPANATVNVLLLKLKRLLAGHIDSSPRNSGTSVQIPHRIDKMVNIE	1063
OsR498G1120452300.01.P01      CLRELEVLDIRETMVPANATVDVLLLKLKRLLAGHIDPSLRNFGTSVHIPHRIDKMVNIE	809
OsMH_11T0353900.1             CLRELEVLDIRETMVPANATVDVLLLKLKRLLAGHIDPSLRNFGTSVHIPHRIDKMVNIE	1057
OsZS_11T0365800.1             CLHELEVLDIRETMVPANATVNVLLLKLKRLLAGHIDPSHRNFGTSVRIPHRIDKMGNIE	1038
OsIR8_11T0186400.1            CLRELEVLDIRETMVPANATVDVLLLKLKRLLAGHIDPSLRNFGTSVHIPHRIDKMVNIE	1058
BGIOSGA033695-PA              CLRELEVLDIRETMVPANATVDVLLLKLKRLLAGHIDPSLRNFGTSVHIPHRIDKMVNIE	484
                              **:********** *******:*************** * ** ****:******** ***

Pb1(BAJ25848.1)               VLSNVKAQRRDDLEDIGKLWQLRKLGVVVDDKRGHLGNLLKAISNLHECIRSLTITISTT	1124
Pb1(BAJ25849.1)               VLSNVKAQRRDDLEDIGKLWQLRKLGVVVDDKRGHLGNLLKAISNLHECIRSLTITISTT	1123
OsR498G1120452300.01.P01      VLSNVKAQRRDDLEDIGKLWQLRKLGVVIDDKKSHLGNLLKAISDLHECLRSLSITIPAT	869
OsMH_11T0353900.1             VLSNVKAQRRDDLEDIGKLWQLRKLGVVIDDKKSHLGNLLKAISDLHECLRSLSITIPAT	1117
OsZS_11T0365800.1             VLSNVKAQHRDDLEDIGKLWQLRKLGVVVDDKRGHLGNLLKAISDLHECLRSLSITISTT	1098
OsIR8_11T0186400.1            VLSNVKAQRRDDLEDIGKLWQLRKLGVVIDDKKSHLGNLLKAISDLHECLRSLSITIPAT	1118
BGIOSGA033695-PA              VLSNVKAQRRDDLEDIGKLWQLRKLGVVIDDKKSHLGNLLKAISDLHECLRSLSITIPAT	544
                              ********:*******************:***:.**********:****:***:*** :*

Pb1(BAJ25848.1)               THKDTPSNPELPDHIGSDLP-HPKKLESLSISGARHLFPLLIKSDNNKLAKVTLSSTPLN	1183
Pb1(BAJ25849.1)               THKDTPSNPELPDHIGSDLP-HPKKLESLSISGARHLFPLLIKSDNNKLAKVTLSSTPLN	1182
OsR498G1120452300.01.P01      TLNGTLSSPELPDDIGSRIEHHPKILESLSIRGARHLFPLLTRGGNNKLAKVTLSGTPLN	929
OsMH_11T0353900.1             TLNGTLSSPELPDDIGSRIEHHPKILESLSIRGARHLFPLLTRGGNNKLAKVTLSGTPLN	1177
OsZS_11T0365800.1             TFEGSPSNPELPDHIGSHLKHHPEKLESLSISGARHIFTLLIKGDNGNLTKVTLSSTPLN	1158
OsIR8_11T0186400.1            TLNGTLSSPELPDDIGSRIEHHPKILESLSIRGARHLFPLLTRGGNNKLAKVTLSGTPLN	1178
BGIOSGA033695-PA              TLNGTLSSPELPDDIGSRIEHHPKILESLSIRGARHLFPLLTRGGNNKLAKVTLSGTPLN	604
                              * :.: *.*****.*** :  **: ****** ****:* ** :..*.:*:*****.****

Pb1(BAJ25848.1)               QDDLEVLAKLPKLQCVRLQHISCIVSELIFKEENFKCLKYLLIEGFNLTNITFEDGSACE	1243
Pb1(BAJ25849.1)               QDDLEVLAKLPKLQCVRLQHISCIVSELIFKEENFKCLKYLLIEGFNLTNITFEDGSACE	1242
OsR498G1120452300.01.P01      QDDLKVLAKLPKLQCVKLRHISCTESVLIFEQADFECLKYLLIEGSNLTNITFEDGAACE	989
OsMH_11T0353900.1             QDDLKVLAKLPKLQCVKLRHISCTESVLIFEQADFECLKYLLIEGSNLTNITFEDGAACE	1237
OsZS_11T0365800.1             QDDLEVLAKLPMLQCVRLQHISCTVSELIFKEEDFKCLKYLLIEGFNLTNITFEDGSACE	1218
OsIR8_11T0186400.1            QDDLKVLAKLPKLQCVKLRHISCTESVLIFEQADFECLKYLLIEGSNLTNITFEDGAACE	1238
BGIOSGA033695-PA              QDDLKVLAKLPKLQCVKLRHISCTESVLIFEQADFECLKYLLIEGSNLTNITFEDGAACE	664
                              ****:****** ****:*:****  * ***:: :*:********* **********:***

Pb1(BAJ25848.1)               LEKMVLSSTSIESISGVDVLPKFKELELNNSH----------------------------	1275
Pb1(BAJ25849.1)               LEKMVLSSTSIESISGVDVLPKFKELELNNSH----------------------------	1274
OsR498G1120452300.01.P01      LEKMVLSSTGIESISGVDKLPNFEEL--ELNNNSCGRLLSSFHNAKQIAKLTLRGTLLKQ	1047
OsMH_11T0353900.1             LEKMVLSSTGIESISGVDKLPNFEEL--ELNNNSCGRLLSSFHNAKQIAKLTLRGTLLKQ	1295
OsZS_11T0365800.1             LEKMVLSSTSIESISGVDELPKFKELVLKFNNNSCGRLLSSFHNAKQIAKLTLCGTLLKQ	1278
OsIR8_11T0186400.1            LEKMVLSSTGIESISGVDKLPNFEEL--ELNNNSCGRLLSSFHNAKQIAKLTLRGTLLKQ	1296
BGIOSGA033695-PA              LEKMVLSSTGIESISGVDKLPNFEEL--ELNNNSCGRLLSSFHNAKQIAKLTLRGTLLKQ	722
                              *********.******** **:*:**  : .:                            

Pb1(BAJ25848.1)               ------------------------------------------------------------	1275
Pb1(BAJ25849.1)               ------------------------------------------------------------	1274
OsR498G1120452300.01.P01      DDLQIITKELNIRCLVLLDKSLDVSQNQITFEKEEFIWLNLLMVDCSAITKIDFNNGSAP	1107
OsMH_11T0353900.1             DDLQIITKELNIRCLVLLDKSLDVSQNQITFEKEEFIWLNLLMVDCSAITKIDFNNGSAP	1355
OsZS_11T0365800.1             DDLQIIAKKLNIRCLVLLGNSLDRSQDQITFEKEEFIWLNLLIVDCSAITKIDFTSGSAP	1338
OsIR8_11T0186400.1            DDLQIITKELNIRCLVLLDKSLDVSQNQITFEKEEFIWLNLLMVDCSAITKIDFNNGSAP	1356
BGIOSGA033695-PA              DDLQIITKELNIRCLVLLDKSLDVSQNQITFEKEEFIWLNLLMVDCSAITKIDFNNGSAP	782
                                                                                          

Pb1(BAJ25848.1)               -------------------------------VPNEVKEAVENNKRIILKCNEP	1297
Pb1(BAJ25849.1)               -------------------------------VPNEVKEAVENNKRIILKCNEP	1296
OsR498G1120452300.01.P01      RLEKIVWSHFTSLSGIDNLPRLKELEFNGKVVPKEVKEAIENNKRINLKCNEP	1160
OsMH_11T0353900.1             RLEKIVWSHFTSLSGIDNLPRLKELEFNGKVVPKEVKEAIENNKRINLKCNEP	1408
OsZS_11T0365800.1             RLEKIVWSPSTSLFGVNNLPRLKELEFNGKVVSKEVKEAIENNKRIKLKCNEP	1391
OsIR8_11T0186400.1            RLEKIVWSHFTSLSGIDNLPRLKELEFNGKVVPKEVKEAIENNKRINLKCNEP	1409
BGIOSGA033695-PA              RLEKIVWSHFTSLSGIDNLPRLKELEFNGKVVPKEVKEAIENNKRINLKCNEP	835
                                                             * :*****:****** ******



*****Pi-CO39*****

Pi-CO39                       --------MDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	52
OsR498G1119642700.01.P01      MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
OsMH_11T0104600.2             MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
OsZS_11T0111800.2             MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
OsIR8_11T0073000.1            MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
BGIOSGA035032-PA              --------MDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	52
OS11T0225300-01               --------MDAPVSFSLGAMGPLLRKLDSLPVAPEIRLPEPLKDGIELLKEDLEEIGAAL	52
                                      ****.***************** ********:***:*************.:*

Pi-CO39                       VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	112
OsR498G1119642700.01.P01      VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
OsMH_11T0104600.2             VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
OsZS_11T0111800.2             VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
OsIR8_11T0073000.1            VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
BGIOSGA035032-PA              VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	112
OS11T0225300-01               VEQSMVDSPSHRARYWMDEVRDLSYHIEDCIDTMFSMRCGGDDGKPRSVRRHKVGRVKVD	112
                              **:*:****:*:**:***********************.********* *******.*:*

Pi-CO39                       GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	168
OsR498G1119642700.01.P01      GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
OsMH_11T0104600.2             GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
OsZS_11T0111800.2             GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
OsIR8_11T0073000.1            GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
BGIOSGA035032-PA              GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	168
OS11T0225300-01               GFSKTQKPCTRLARIAELRALVREASERHERYQLGDGRASSSSSSSHRVFTAHGQV----	168
                              ****. *****:**************** *******  .***      ****.*:.    

Pi-CO39                       HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	228
OsR498G1119642700.01.P01      HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
OsMH_11T0104600.2             HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
OsZS_11T0111800.2             HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
OsIR8_11T0073000.1            HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
BGIOSGA035032-PA              HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	228
OS11T0225300-01               PAPCRNLVGMDEPKTKLTNMLTDEAELHMKVVCILGSAGIGKTTLAEQVYRKLRWQFDCH	228
                               . . ****:** ****.. *:**   *:**..*:* ******:** ::**. ****:*:

Pi-CO39                       AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	288
OsR498G1119642700.01.P01      AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
OsMH_11T0104600.2             AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
OsZS_11T0111800.2             AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
OsIR8_11T0073000.1            AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
BGIOSGA035032-PA              AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	288
OS11T0225300-01               AFVRASRKPDMRRLLGAILSQVQLRIRISD---TSTVQSLIDNLWEYLQKKRYFIVIDEL	285
                              ***********:****.****** * * **    ********** *:**.:**:*:** *

Pi-CO39                       WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	348
OsR498G1119642700.01.P01      WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
OsMH_11T0104600.2             WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
OsZS_11T0111800.2             WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
OsIR8_11T0073000.1            WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
BGIOSGA035032-PA              WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	348
OS11T0225300-01               YETATWDIITSAFPEDNNCSRIMTTAGIEGVALECCSYHSVNIFKMIPLGLDDSAKLFFN	345
                              :***.*:* .****: *. ***: **.** ******.*:   *::* ***  ** *:***

Pi-CO39                       KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	408
OsR498G1119642700.01.P01      KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
OsMH_11T0104600.2             KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
OsZS_11T0111800.2             KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
OsIR8_11T0073000.1            KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
BGIOSGA035032-PA              KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	408
OS11T0225300-01               RVFGSEQQCPYELNEVSYRITAKCGGLPLAVIIIAGLLASLPCKTELWYNIDGCLCSSVT	405
                              :*****:*** **:***  *  ********:* *****.* * :  **  :   ****: 

Pi-CO39                       TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	468
OsR498G1119642700.01.P01      TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
OsMH_11T0104600.2             TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
OsZS_11T0111800.2             TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
OsIR8_11T0073000.1            TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
BGIOSGA035032-PA              TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	468
OS11T0225300-01               TDIDLDEILKEIISLGYDNLPHYLKTCLLYLSLYSEGFIIWTADLLKQWISEGFIAVIDG	465
                              *:  *.:::** :.*.*:.*** :*******.:* :*.*: .***:*** :***::. :.



Pi-CO39                       KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	528
OsR498G1119642700.01.P01      KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
OsMH_11T0104600.2             KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
OsZS_11T0111800.2             KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
OsIR8_11T0073000.1            KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
BGIOSGA035032-PA              KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	528
OS11T0225300-01               EDIEEVAESYFYNLVNRGMIQSVKTKYNNQ-VLCTVHHTVFDLIIHKSKEEKFISAIDYS	524
                              :* **:.:.** :*****::: *: : *.: : **:**:*.**:: * :::**  ::***

Pi-CO39                       QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	588
OsR498G1119642700.01.P01      QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
OsMH_11T0104600.2             QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
OsZS_11T0111800.2             QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
OsIR8_11T0073000.1            QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
BGIOSGA035032-PA              QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	588
OS11T0225300-01               QTMPGNSLEARRLSFHFSNTRYATEVAGITLSQVRSFAFLGLLKCMPSIMEFKLLRVLIL	584
                              **: * *  .****:***.*****: *** **:***:**:***:***.* **********

Pi-CO39                       EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	648
OsR498G1119642700.01.P01      EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
OsMH_11T0104600.2             EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
OsZS_11T0111800.2             EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
OsIR8_11T0073000.1            EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
BGIOSGA035032-PA              EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	648
OS11T0225300-01               EFWGDNHGCMSFNVARICRLFQLRYLKISSQIIIELPAQIRGLKYLETLEIDARVTAIPS	644
                              ****.:    *:*:  :********** *.:::::***** **:***********:*:* 

Pi-CO39                       DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	708
OsR498G1119642700.01.P01      DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
OsMH_11T0104600.2             DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
OsZS_11T0111800.2             DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
OsIR8_11T0073000.1            DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
BGIOSGA035032-PA              DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	708
OS11T0225300-01               DIIHLRSLLHLYFQDGIVLPDGIGCIRSLRTLKYFDLGSNSEENIRSLGQLTNLRDLHLT	704
                              *::** .**** :**   *******:******:*****.** :*:*.**:****:****:

Pi-CO39                       YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	759
OsR498G1119642700.01.P01      YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPDFPSRLDNFTNSA---------F---	764
OsMH_11T0104600.2             YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	767
OsZS_11T0111800.2             YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	767
OsIR8_11T0073000.1            YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	767
BGIOSGA035032-PA              YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	759
OS11T0225300-01               CSAPKSNQQAKRNLVILASYTGKLGNLKSVKFSPGDSGMDISFLFYGIGISVDRSRTASS	764
                               ***.**:    **  ::*  .:*.****: :**.  .    *   .             

Pi-CO39                       VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	819
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	827
OsZS_11T0111800.2             VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	827
OsIR8_11T0073000.1            VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	827
BGIOSGA035032-PA              VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	819
OS11T0225300-01               LP-FSVRTLELPSICIFARLPDWIGQLRKLHTLNLAVRELIENDIDSLAGLPDLIVLSMH	823
                                                                                          

Pi-CO39                       AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	879
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	887
OsZS_11T0111800.2             AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	887
OsIR8_11T0073000.1            AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	887
BGIOSGA035032-PA              AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	879
OS11T0225300-01               IMKAPMERIVFNRKAFPVLKYFKFICGTLRMAFQAGAMANLHRLKLGFNAHKGEKYDNIL	883
                                                                                          

Pi-CO39                       FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	938
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	946
OsZS_11T0111800.2             FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	946
OsIR8_11T0073000.1            FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	946
BGIOSGA035032-PA              FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	938
OS11T0225300-01               VGIEHLLNLKKIAVRIGGAAEAKESDRMAAEAALKEAIRKHLMFLDDLDIARVECVKEEY	943
                                                                                          



Pi-CO39                       HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	987
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	995
OsZS_11T0111800.2             HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	995
OsIR8_11T0073000.1            HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	995
BGIOSGA035032-PA              HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	987
OS11T0225300-01               KCIKKKHKIKIEDSISEKNGDSKKQHSVEKKAVWGKTMKNIADSG--VFPEDYTMSREQR	1001
                                                                                          

Pi-CO39                       VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1016
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1024
OsZS_11T0111800.2             VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1024
OsIR8_11T0073000.1            VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1024
BGIOSGA035032-PA              VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1016
OS11T0225300-01               VAEGFVVGIEKCRAEDAAERIIRNVPVDYDGLGQVSTSKIQDHLPELAPRAVQNEKFGSS	1061
                                                                                          

Pi-CO39                       ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1073
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1081
OsZS_11T0111800.2             ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1081
OsIR8_11T0073000.1            ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1081
BGIOSGA035032-PA              ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1073
OS11T0225300-01               NDLSIMIQINKYARLPSYEWRDTDISKLN--FRLLRAPMLLEAVTARCHLLDLILIGSNN	1119
                                                                                          

Pi-CO39                       KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDINPCSTM-	1119
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1127
OsZS_11T0111800.2             KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1127
OsIR8_11T0073000.1            KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1127
BGIOSGA035032-PA              KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1119
OS11T0225300-01               IT--VLDLGRPTI-TKLPASIECLPNLRYLRLQGTQLKSLSEVIVKMPTIRGLDIKNTKT	1176
                                                                                          

Pi-CO39                       ------------------------------------------------------------	1119
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             ------------------------------------------------------------	1127
OsZS_11T0111800.2             ------------------------------------------------------------	1127
OsIR8_11T0073000.1            ------------------------------------------------------------	1127
BGIOSGA035032-PA              ------------------------------------------------------------	1119
OS11T0225300-01               EELPQGILRMKKLSHLSMGEKQKNIQVFMEKMQTLAETVQDSDDLSDETEGIADDEGEFS	1236
                                                                                          

Pi-CO39                       ------------------------------------------------------------	1119
OsR498G1119642700.01.P01      ------------------------------------------------------------	764
OsMH_11T0104600.2             ------------------------------------------------------------	1127
OsZS_11T0111800.2             ------------------------------------------------------------	1127
OsIR8_11T0073000.1            ------------------------------------------------------------	1127
BGIOSGA035032-PA              ------------------------------------------------------------	1119
OS11T0225300-01               TRANASTPKVDEDEVDRRANNFIARFRKQITIRNSGFAKKESSIDERLWIRDLDECQLSK	1296
                                                                                          

Pi-CO39                       -----	1119
OsR498G1119642700.01.P01      -----	764
OsMH_11T0104600.2             -----	1127
OsZS_11T0111800.2             -----	1127
OsIR8_11T0073000.1            -----	1127
BGIOSGA035032-PA              -----	1119
OS11T0225300-01               RGGRF	1301
                                   



*****Pi-b*****

Pi-b(BAA85975.1)              MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
OsR498G0205011600.01.P01      MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
OsMH_02T0576000.1             MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
OsZS_02T0605300.1             MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
OsZS_02T0605300.3             MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
BGIOSGA005356-PA              MEATALSVGKSVLNGALGYAKSAFAEEVALQLGIQKDHTFVADELEMMRSFMMEAHEEQD	60
                              ************************************************************

Pi-b(BAA85975.1)              NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
OsR498G0205011600.01.P01      NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
OsMH_02T0576000.1             NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
OsZS_02T0605300.1             NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
OsZS_02T0605300.3             NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
BGIOSGA005356-PA              NSKVVKTWVKQVRDTAYDVEDSLQDFAVHLKRPSWWRFPRTLLERHRVAKQMKELRNKVE	120
                              ************************************************************

Pi-b(BAA85975.1)              DVSQRNVRYHLIKGSAKATINSTEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
OsR498G0205011600.01.P01      DVSQRNVRYHLIKGSAKATINSAEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
OsMH_02T0576000.1             DVSQRNVRYHLIKGSAKATINSAEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
OsZS_02T0605300.1             DVSQRNVRYHLIKGSAKATINSAEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
OsZS_02T0605300.3             DVSQRNVRYHLIKGSAKATINSAEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
BGIOSGA005356-PA              DVSQRNVRYHLIKGSAKATINSAEQSSVIATAIFGIDDARRAAKQDNQRVDLVQLINSED	180
                              **********************:*************************************

Pi-b(BAA85975.1)              QDLKVIAVWGTSGDMGQTTIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
OsR498G0205011600.01.P01      QDLKVIAVWGTSGDMGQITIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
OsMH_02T0576000.1             QDLKVIAVWGTSGDMGQITIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
OsZS_02T0605300.1             QDLKVIAVWGTSGDMGQITIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
OsZS_02T0605300.3             QDLKVIAVWGTSGDMGQITIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
BGIOSGA005356-PA              QDLKVIAVWGTSGDMGQITIIRMAYENPDVQIRFPCRAWVRVMHPFSPRDFVQSLVNQLH	240
                              ***************** ******************************************

Pi-b(BAA85975.1)              ATQGVEALLEKEKTEQDLAKKFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
OsR498G0205011600.01.P01      ATQGVEALLEKEKTEQDLAKEFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
OsMH_02T0576000.1             ATQGVEALLEKEKTEQDLAKEFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
OsZS_02T0605300.1             ATQGVEALLEKEKTEQDLAKEFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
OsZS_02T0605300.3             ATQGVEALLEKEKTEQDLAKEFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
BGIOSGA005356-PA              ATQGVEALLEKEKTEQDLAKEFNGCVNDRKCLIVLNDLSTIEEWDQIKKCFQKCRKGSRI	300
                              ********************:***************************************

Pi-b(BAA85975.1)              IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQIIEDSVKPVSISDVAITST	360
OsR498G0205011600.01.P01      IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQNREDSVNPVSISDVATTST	360
OsMH_02T0576000.1             IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQNREDSVNPVSISDVATTST	360
OsZS_02T0605300.1             IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQIIEDSVKPVSISDVAITST	360
OsZS_02T0605300.3             IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQIIEDSVKPVSISDVAITST	360
BGIOSGA005356-PA              IVSSTQVEVASLCAGQESQASELKQLSADQTLYAFYDKGSQIIEDSVKPVSISDVAITST	360
                              *****************************************  ****:******** ***

Pi-b(BAA85975.1)              NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
OsR498G0205011600.01.P01      NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
OsMH_02T0576000.1             NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
OsZS_02T0605300.1             NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
OsZS_02T0605300.3             NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
BGIOSGA005356-PA              NNHTVAHGEIIDDQSMDADEKKVARKSLTRIRTSVGASEESQLIGREKEISEITHLILNN	420
                              ************************************************************

Pi-b(BAA85975.1)              DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
OsR498G0205011600.01.P01      DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
OsMH_02T0576000.1             DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
OsZS_02T0605300.1             DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
OsZS_02T0605300.3             DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
BGIOSGA005356-PA              DSQQVQVISVWGMGGLGKTTLVSGVYQSPRLSDKFDKYVFVTIMRPFILVELLRSLAEQL	480
                              ************************************************************

Pi-b(BAA85975.1)              HKGSSKKEELLENRVSSKKSLASMEDTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
OsR498G0205011600.01.P01      HKGSSKKEELLENRVSSKKSLASMEDTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
OsMH_02T0576000.1             HKGSSKKEELLENRVSSKKSLASMEDTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
OsZS_02T0605300.1             HKGSSKKEELLENRVSSKKSLASMEVTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
OsZS_02T0605300.3             HKGSSKKEELLENRVSSKKSLASMEVTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
BGIOSGA005356-PA              HKGSSKKEELLENRVSSKKSLASMEVTELTGQLKRLLEKKSCLIVLDDFSDTSEWDQIKP	540
                              ************************* **********************************



Pi-b(BAA85975.1)              TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
OsR498G0205011600.01.P01      TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
OsMH_02T0576000.1             TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
OsZS_02T0605300.1             TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
OsZS_02T0605300.3             TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
BGIOSGA005356-PA              TLFPLLEKTSRIIVTTRKENIANHCSGKNGNVHNLKVLKHNDALCLLSEKVFEEATYLDD	600
                              ************************************************************

Pi-b(BAA85975.1)              QNNPELVKEAKQILKKCDGLPLAIVVIGGFLANRPKTPEEWRKLNENINAELEMNPELGM	660
OsR498G0205011600.01.P01      QNNPELVKEAKQILKKCDGLPLAIVVIGGFLANRPKTPEEWRKLNKNINAELEMNPELGM	660
OsMH_02T0576000.1             QNNPELVKEAKQILKKCDGLPLAIVVIGGFLANRPKTPEEWRKLNKNINAELEMNPELGM	660
OsZS_02T0605300.1             QNNLELVKEAKQILKKCDGLPLAIVVIGGFLANRPKTPEEWRKLNENINAELEMNPELGM	660
OsZS_02T0605300.3             QNNLELVKEAKQILKKCDGLPLAIVVIGGFLANRPKTPEEWRKLNENINAELEMNPELGM	660
BGIOSGA005356-PA              QNNLELVKEAKQI-----------------------------------------------	613
                              *** *********                                               

Pi-b(BAA85975.1)              IRTVLEKSYDGLPYHLKSCFLYLSIFPEDQIISRRRLVHRWAAEGYSTAAHGKSAIEIAN	720
OsR498G0205011600.01.P01      IRTVLEKSYDGLPYHLKSCFLYLSIFPEDQIISRRRLVHRWAAEGYSTAAHGKSAIEIAN	720
OsMH_02T0576000.1             IRTVLEKSYDGLPYHLKSCFLYLSIFPEDQIISRRRLVHRWAAEGYSTAAHGKSAIEIAN	720
OsZS_02T0605300.1             IRTVLEKSYDGLPYHLKSCFLYLSIFPEDQIISRRRLVHRWAAEGYSTAAHGKSAIEIAN	720
OsZS_02T0605300.3             IRTVLEKSYDGLPYHLKSCFLYLSIFPEDQIISRRRLVHRWAAEGYSTAAHGKSAIEIAN	720
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              GYFMELKNRSMILPFQQSGSSRKSIDSCKVHDLMRDIAISKSTEENLVFRVEEGCSAYIH	780
OsR498G0205011600.01.P01      GYFMELKNRSMILPSQQSAHSRKSIDSCKVHDLMRDIAISKSTEENLVFRVEEGCSAYIH	780
OsMH_02T0576000.1             GYFMELKNRSMILPSQQSAHSRKSIDSCKVHDLMRDIAISKSTEENLVFRVEEGCSAYIH	780
OsZS_02T0605300.1             GYFMELKNRSMILPSQQSAHSRKSIDSCKVHDLIRDITISKSTEENLVFRVEEGCSAYIH	780
OsZS_02T0605300.3             GYFMELKNRSMILPSQQSAHSRKSIDSCKVHDLIRDITISKSTEENLVFRVEEGCSAYIH	780
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              GAIRHLAISSNWKGDKSEFEGIVDLSRIRSLSLFGDWKPFFVYGKMRFIRVLDFEGTRGL	840
OsR498G0205011600.01.P01      GAVRHLAISSNWGGDKSEFEGIVDLSRIRSLSLFGYWEPFFVSGKMRFIRVLDFEGAEGL	840
OsMH_02T0576000.1             GAVRHLAISSNWGGDKSEFEGIVDLSRIRSLSLFGYWEPFFVSGKMRFIRVLDFEGAEGL	840
OsZS_02T0605300.1             GAIRHLAISSNWKGDKSEFEGIVDLSRIRSLSLFGDWKPFFVYGKMRFIRVLDFEGTRGL	840
OsZS_02T0605300.3             GAIRHLAISSNWKGDKSEFEGIVDLSRIRSLSLFGDWKPFFVYGKMRFIRVLDFEGTRGL	840
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              EYHHLDQIWKLNHLKFLSLRGCYRIDLLPDLLGNLRQLQMLDIRGTYVKALPKTIIKLQK	900
OsR498G0205011600.01.P01      EYHHLDQIWKLIHLKFLSLRGCSGIDLLPDLLGNLRQLQMLDIRGTYVKALPKTIIKLQK	900
OsMH_02T0576000.1             EYHHLDQIWKLIHLKFLSLRGCSGIDLLPDLLGNLRQLQMLDIRGTYVKALPKTIIKLQK	900
OsZS_02T0605300.1             KYHHLDQIWKLIHLKFLSLRGCIDIDLLPDLLGNLRQLQMLDIKGTYVKALPKTIIKLKK	900
OsZS_02T0605300.3             KYHHLDQIWKLIHLKFLSLRGCIDIDLLPDLLGNLRQLQMLDIKGTYVKALPKTIIKLKK	900
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              LQYIHAGRKTDYVWEEKHSLMQRCRKVGCICATCCLPLLCEMYGPLHKALARRDAWTFAC	960
OsR498G0205011600.01.P01      IQYIHAGRKTDYVWEEKDSLMKRCCVAGCLCATCCLPLVWDIYGPPHKALTRRDAWTFAC	960
OsMH_02T0576000.1             IQYIHAGRKTDYVWEEKDSLMKRCCVAGCLCATCCR-LVWDIYGPPHKALTRRDAWTFAC	959
OsZS_02T0605300.1             LQYIHIGSKTDHVWEEKDSLMRRCCVAGCLCATCCLPLLWDIDGPPHKALTRRDAWTFAC	960
OsZS_02T0605300.3             LQYIHIGSKTDHVWEEKDSLMRRCCVAGCLCATCCLPLLWDIDGPPHKALTRRDAWTFAC	960
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              CVKFPSIMTGVHEEEGAMVPSGIRKLKDLHTLRNINVGRGNAILRDIGMLTGLHKLGVAG	1020
OsR498G0205011600.01.P01      CVKFPSIMMGVHQETGAMVPSGIRKLKDLHTLRHVNVGRGNAVLRDIGMLMGLHKLGVAG	1020
OsMH_02T0576000.1             CVKFPSIMMGVHQETGAMVPSGIRKLKDLHTLRHVNVGRGNAVLRDIGMLMGLHKLGVAG	1019
OsZS_02T0605300.1             CVKFPSLVTGVHEEEGAMVPSGIRKLKDLHTLRNINVGRGNAILRDIGMLTGLHKLGVAG	1020
OsZS_02T0605300.3             CVKFPSLVTGVHEEEGAMVPSGIRKLKDLHTLRNINVGRGNAILRDIGMLTGLHKLGVAG	1020
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              INKKNGRAFRLAISNLNKLESLSVSSAGMPGLCGCLDDISSPPENLQSLKLYGSLKTLPE	1080
OsR498G0205011600.01.P01      INKKNGRAFRLAISNLSKLESLSVSSAGMPGLCGCLDDISSPPENLQSLKLYGNLITLPG	1080
OsMH_02T0576000.1             INKKNGRAFRLAISNLSKLESLSVSSAGMPGLCGCLDDISSPPENLQSLKLYGNLITLPG	1079
OsZS_02T0605300.1             INKKNGRAFRLAISNLNKLESLSVSSAGMPGLCGCLDDISSPPENLQSLKLYGSLKTLPE	1080
OsZS_02T0605300.3             INKKNGRAFRLAISNLNKLESLSVSSAGMPGLCGCLDDISSPPENLQSLKLYGSLKTLPE	1080
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          



Pi-b(BAA85975.1)              WIKELQHLVKLKLVSTRLLEHDVAMEFLGELPKVEILVISPFKSEEIHFKPPQTGTAFVS	1140
OsR498G0205011600.01.P01      WIKGLQHLVKLKLVGARLLEHDVAMEFLGELAKLEILVIAPFKGEEFHFKPTQTGAAFVS	1140
OsMH_02T0576000.1             WIKGLQHLVKLKLVGARLLEHDVAMEFLGELAKLEILVIAPFKGEEFHFKPTQTGAAFVS	1139
OsZS_02T0605300.1             WIKELQHLVKLKLVSTRLLEHDVAMEFLGELPKVEILVISPFKSEEIHFKPPQTGTAFVS	1140
OsZS_02T0605300.3             WIKELQHLVKLKLVSTRLLEHDVAMEFLGELPKVEILVISPFKSEEIHFKPPQTGTAFVS	1140
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              LRVLKLAGLWGIKSVKFEEGTMPKLERLQVQGRIENEIGFSGLEFLQNINEVQLSVWFPT	1200
OsR498G0205011600.01.P01      LRVLKLAGLRGIKSVKFEEGTMLKLERLQVQGRVENEIGFSGLEFLQNINEV--------	1192
OsMH_02T0576000.1             LRVLKLAGLRGIKSVKFEEGTMLKLERLQVQGRVENEIGFSGLEFLQNINEVQLSVWFRG	1199
OsZS_02T0605300.1             LRVLKLAGLMGIKSVKFEEGTMPKLERLQVQGRIENEIGFSGLEFLQNINKVQLSVWFPT	1200
OsZS_02T0605300.3             LRVLKLAGLMGIKSVKFEEGTMPKLERLQVQGRIENEIGFSGLEFLQNINKVQLSVWFPT	1200
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              DHDRIRAARAAGADYETAWE---EEVQEARRKGGELKRKIREQLARNPNQPIIT------	1251
OsR498G0205011600.01.P01      ------------------------------------------------------------	1192
OsMH_02T0576000.1             DYDRIRAA---GADKKTA---EAEEQQERRRKEGEFKKKIREQLARNPNQPIIEIEFW--	1251
OsZS_02T0605300.1             DHYRIRAARAAGADKKTAEAEDAEEQQEQRRKEGEFKKKIREQLARNPNQPIIEIELVYL	1260
OsZS_02T0605300.3             DHYRIRAARAAGADKKTAEAEDAEEQQEQRRKEGEFKKKIREQLARNPNQPIIEIELVYL	1260
BGIOSGA005356-PA              ------------------------------------------------------------	613
                                                                                          

Pi-b(BAA85975.1)              -	1251
OsR498G0205011600.01.P01      -	1192
OsMH_02T0576000.1             -	1251
OsZS_02T0605300.1             G	1261
OsZS_02T0605300.3             G	1261
BGIOSGA005356-PA              -	613
                               



*****Pi-ta*****

Pi-ta(AAO45178.1)             MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
OsR498G1221311800.01.P01      MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
OsMH_12T0147500.1             MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
OsZS_12T0161300.1             MAPAVIASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
OsIR8_12T0091500.1            MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
BGIOSGA036370-PA              MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
OS12T0281300-01               MAPAVSASQGVIMRSLTSKLDSLLLQPPEPPPPAQPSSLRKGERKKILLLRGDLRHLLDD	60
                              ***** ******************************************************

Pi-ta(AAO45178.1)             YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
OsR498G1221311800.01.P01      YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
OsMH_12T0147500.1             YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
OsZS_12T0161300.1             YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
OsIR8_12T0091500.1            YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
BGIOSGA036370-PA              YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
OS12T0281300-01               YYLLVEPPSDTAPPPDSTAACWAKEVRELSYDVDDFLDELTTQLLHHRGGGDGSSTAGAK	120
                              ************************************************************

Pi-ta(AAO45178.1)             KMISSMIARLRGELNRRRWIADEVTLFSARVKEAIRRQESYHLGRRTSSSRPREEVDDDD	180
OsR498G1221311800.01.P01      KMISSMIARLRGELNRRRWIADEVTLFRARVKEAIRRHESYHLGRRTSSSRPREEDDDDD	180
OsMH_12T0147500.1             KMISSMIARLRGELNRRRWIADEVTLFSARVKEAIRRQESYHLGRRTSSSRPREEVDDDD	180
OsZS_12T0161300.1             KMISSMIARLRGELNRRRWIADEVTLFRARVKEAIRRHESYHLGRRTSSSRPREEDDDDD	180
OsIR8_12T0091500.1            KMISSMIARLRGELNRRRWIADEVTLFRARVKEAIRRHESYHLGRRTSSSRPREEDDDDD	180
BGIOSGA036370-PA              KMISSMIARLRGELNRRRWIADEVTLFRARVKEAIRRHESYHLGRRTSSSRPREEDDDDD	180
OS12T0281300-01               KMISSMIARLRGELNRRRWIADEVTLFSARVKEAIRRQESYHLGRRTSSSRPREEVDDDD	180
                              *************************** *********:***************** ****

Pi-ta(AAO45178.1)             REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
OsR498G1221311800.01.P01      REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
OsMH_12T0147500.1             REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
OsZS_12T0161300.1             REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
OsIR8_12T0091500.1            REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
BGIOSGA036370-PA              REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
OS12T0281300-01               REDSAGNERRRFLSLTFGMDDAAVHGQLVGRDISMQKLVRWLADGEPKLKVASIVGSGGV	240
                              ************************************************************

Pi-ta(AAO45178.1)             GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
OsR498G1221311800.01.P01      GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
OsMH_12T0147500.1             GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
OsZS_12T0161300.1             GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
OsIR8_12T0091500.1            GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
BGIOSGA036370-PA              GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
OS12T0281300-01               GKTTLATEFYRLHGRRLDAPFDCRAFVRTPRKPDMTKILTDMLSQLRPQHQHQSSDVWEV	300
                              ************************************************************

Pi-ta(AAO45178.1)             DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
OsR498G1221311800.01.P01      DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
OsMH_12T0147500.1             DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
OsZS_12T0161300.1             DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
OsIR8_12T0091500.1            DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
BGIOSGA036370-PA              DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
OS12T0281300-01               DRLLETIRTHLQDKRYFIIIEDLWASSMWDIVSRGLPDNNSCSRILITTEIEPVALACCG	360
                              ************************************************************

Pi-ta(AAO45178.1)             YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
OsR498G1221311800.01.P01      YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
OsMH_12T0147500.1             YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
OsZS_12T0161300.1             YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
OsIR8_12T0091500.1            YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
BGIOSGA036370-PA              YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
OS12T0281300-01               YNSEHIIKIDPLGDDVSSQLFFSGVVGQGNEFPGHLTEVSHDMIKKCGGLPLAITITARH	420
                              ************************************************************

Pi-ta(AAO45178.1)             FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
OsR498G1221311800.01.P01      FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
OsMH_12T0147500.1             FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
OsZS_12T0161300.1             FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
OsIR8_12T0091500.1            FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
BGIOSGA036370-PA              FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
OS12T0281300-01               FKSQLLDGMQQWNHIQKSLTTSNLKKNPTLQGMRQVLNLIYNNLPHCLKACLLYLSIYKE	480
                              ************************************************************



Pi-ta(AAO45178.1)             DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
OsR498G1221311800.01.P01      DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
OsMH_12T0147500.1             DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
OsZS_12T0161300.1             DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
OsIR8_12T0091500.1            DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
BGIOSGA036370-PA              DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
OS12T0281300-01               DYIIRKANLVRQWMAEGFINSIENKVMEEVAGNYFDELVGRGLVQPVDVNCKNEVLSCVV	540
                              ************************************************************

Pi-ta(AAO45178.1)             HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPLAGLRLSQVRS	600
OsR498G1221311800.01.P01      HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPLAGLRLSQVRS	600
OsMH_12T0147500.1             HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPL----------	590
OsZS_12T0161300.1             HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPL----------	590
OsIR8_12T0091500.1            HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPL----------	590
BGIOSGA036370-PA              HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPLAGLRLSQVRS	600
OS12T0281300-01               HHMVLNFIRCKSIEENFSITLDHSQTTVRHADKVRRLSLHFSNAHDTTPLAGLRLSQVRS	600
                              **************************************************          

Pi-ta(AAO45178.1)             MAFFGQVKCMPSIADYRLLRVLILCFWADQEKTSYDLTSIFELLQLRYLKITGNITVKLP	660
OsR498G1221311800.01.P01      MAFFGQVKCMPSIADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGNITVKLP	660
OsMH_12T0147500.1             -------------ADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGNITVKLP	637
OsZS_12T0161300.1             -------------ADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGTSSPASP	637
OsIR8_12T0091500.1            -------------ADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGNITVKLP	637
BGIOSGA036370-PA              MAFFGQVKCMPSIADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGNITVKLP	660
OS12T0281300-01               MAFFGQVKCMPSIADYRLLRVLILCFWADQEKTSYDLTSISELLQLRYLKITGNITVKLP	660
                                           *************************** ************. :   *

Pi-ta(AAO45178.1)             EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	720
OsR498G1221311800.01.P01      EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	720
OsMH_12T0147500.1             EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	697
OsZS_12T0161300.1             NGLESSTISAF-------------------------------------------------	648
OsIR8_12T0091500.1            EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	697
BGIOSGA036370-PA              EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	720
OS12T0281300-01               EKIQGLQHLQTLEADARATAVLLDIVHTQCLLHLRLVLLDLLPHCHRYIFTSIPKWTGKL	720
                              : ::.                                                       

Pi-ta(AAO45178.1)             NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	780
OsR498G1221311800.01.P01      NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	780
OsMH_12T0147500.1             NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	757
OsZS_12T0161300.1             ------------------------------------------------------------	648
OsIR8_12T0091500.1            NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	757
BGIOSGA036370-PA              NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	780
OS12T0281300-01               NNLRILNIAVMQISQDDLDTLKGLGSLTALSLLVRTAPAQRIVAANEGFGSLKYFMFVCT	780
                                                                                          

Pi-ta(AAO45178.1)             APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	840
OsR498G1221311800.01.P01      APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	840
OsMH_12T0147500.1             APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	817
OsZS_12T0161300.1             ------------------------------------------------------------	648
OsIR8_12T0091500.1            APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	817
BGIOSGA036370-PA              APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	840
OS12T0281300-01               APCMTFVEGAMPSVQRLNLRFNANEFKQYDSKETGLEHLVALAEISARIGGTDDDESNKT	840
                                                                                          

Pi-ta(AAO45178.1)             EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGYGFFILFPGYNL	900
OsR498G1221311800.01.P01      EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGFCMLPE------	894
OsMH_12T0147500.1             EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGYGFFILFPGFVC	877
OsZS_12T0161300.1             ------------------------------------------------------------	648
OsIR8_12T0091500.1            EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGFCMLPE------	871
BGIOSGA036370-PA              EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGFCMLPE------	894
OS12T0281300-01               EVESALRTAIRKHPTPSTLMVDIQWVDWIFGAEGRDLDEDLAQQDDHGYGFFILFPGYNL	900
                                                                                          

Pi-ta(AAO45178.1)             QGLLSFFLSLPWLLSLP----------SMHLQPDLMIV----------------------	928
OsR498G1221311800.01.P01      ----------------------------------------SSSRLQSREISIEEDMPTGA	914
OsMH_12T0147500.1             YRNPLHVFRVEVLRILGAFSANVYNIYPMVLTHVLTIIAHQHKTYTTTEISIEEDMPTGA	937
OsZS_12T0161300.1             ------------------------------------------------------------	648
OsIR8_12T0091500.1            ----------------------------------------SSSRLQSREISIEEDMPTGA	891
BGIOSGA036370-PA              ----------------------------------------SSSRLQSREISIEEDMPTGA	914
OS12T0281300-01               QGLLSFFLSLPWLLSLP----------SMHLQPDLMIV----------------------	928
                                                                                          



Pi-ta(AAO45178.1)             ------------------------------------------------------------	928
OsR498G1221311800.01.P01      EGTVIVPHTMEQFALHMSQAKQSHKLVVIQFTTSRCPASRYIAPAFTEYAKEFAGAVFIK	974
OsMH_12T0147500.1             EGTVIVPHTMEQFALHMSQAKQSHKLVVIQFTTSRCPASRYIAPAFTEYAKEFAGAVFIK	997
OsZS_12T0161300.1             ------------------------------------------------------------	648
OsIR8_12T0091500.1            EGTVIVPHTMEQFALHMSQAKQSHKLVVIQFTTSRCPASRYIAPAFTEYAKEFAGAVFIK	951
BGIOSGA036370-PA              EGTVIVPHTMEQFALHMSQAKQSHKLVVIQFTTSRCPASRYIAPAFTEYAKEFAGAVFIK	974
OS12T0281300-01               ------------------------------------------------------------	928
                                                                                          

Pi-ta(AAO45178.1)             -----------------------------------------------------------	928
OsR498G1221311800.01.P01      VNVDSDELESVTDWYDIEGIVPTFFFVKDGEKIDKIPGANKELLRAKIRRHTASPYFLR	1033
OsMH_12T0147500.1             VNVDSDELESVTDWYDIEGIVPTFFFVKDGEKIDKIPGANKELLRAKIRRHTASPYFLR	1056
OsZS_12T0161300.1             -----------------------------------------------------------	648
OsIR8_12T0091500.1            VNVDSDELESVTDWYDIEGIVPTFFFVKDGEKIDKIPGANKELLRAKIRRHTASPYFLR	1010
BGIOSGA036370-PA              VNVDSDELESVTDWYDIEGIVPTFFFVKDGEKIDKIPGANKELLRAKIRRHTASPYFLR	1033
OS12T0281300-01               -----------------------------------------------------------	928
                                                                                         



*****Pi2*****

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             -------------------------------------MSEEAGRPLPKFGEWDVNDPASA	23
OsZS_06T0473700.1             -------------------------------------MSEEAGRPLPKFGEWDVNDPASA	23
OsIR8_06T0125200.1            MSLQMKFVPRFQDYWRPQSNASPPTGNGPGLRPAEQGVEEEAGRPLPKFGEWDVNDPASA	60
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             DGFTVIFNKARDEKKGGNGQDTDSPCKETRTERVESYAPKTNSRCPDSTAVLDWASLKTL	83
OsZS_06T0473700.1             DGFTVIFNKARDEKKGGNGQDTDSPCKETRTERVESYAPKTNSRCPDSTAVLDWASLKTL	83
OsIR8_06T0125200.1            DGFTVIFNKARDEKKGGNGQDTDSPCKETRTERVESYAPKTNSRCPDSTAVLDWASLKTL	120
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             RLWERERA------------------------------------------V-----QYL-	95
OsZS_06T0473700.1             RLWERERA------------------------------------------V-----QYL-	95
OsIR8_06T0125200.1            RCVYLNLLGDGSFLNIVGTTFLADNATIVEIIKRRNFVEEGPGGWESSASTQSNTRKYSS	180
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             -ILLLTWSLTGERGGRVVRGEQSMAAETVVSMAMSVLGSAVGKAASAAADEATLLLGIQK	154
OsZS_06T0473700.1             -ILLLTWSLTGERGGRVVRGEQSMAAETVVSMAMSVLGSAVGKAASAAADEATLLLGIQK	154
OsIR8_06T0125200.1            KLNACDVDSKRERGGRVVRGEQSMAAETVVSMAMSVLGSAVGKAASAAADEATLLLGIQK	240
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             EIWYIKDELKTIQAFLRAAEVTKKKDDLLKVWAEQVRDLSYNIEDCLDEFKVHVESQSLA	214
OsZS_06T0473700.1             EIWYIKDELKTIQAFLRAAEVTKKKDDLLKVWAEQVRDLSYNIEDCLDEFKVHVESQSLA	214
OsIR8_06T0125200.1            EIWYIKDELKTIQAFLRAAE----------VWAEQVRDLSYNIEDCLDEFKVHVESQSLA	290
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             KQLMKLGERHRIAVQIRNLKSRIEEVSNRNTRYSLIKPISSITTEDERDSYLEDARNRSG	274
OsZS_06T0473700.1             KQLMKLGERHRIAVQIRNLKSRIEEVSNRNTRYSLIKPISSITTEDERDSYLEDARNRSG	274
OsIR8_06T0125200.1            KQLMKLGERHRIAVQIRNLKSRIEEVSNRNTRYSLIKPISSITTEDERDSYLEDARNRSG	350
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             SNTDESELVGFAKTKDELLKLIDVNTNDGPAKVICVVGMGGLGKTTLARKAYENKEHMKN	334
OsZS_06T0473700.1             SNTDESELVGFAKTKDELLKLIDVNTNDGPAKVICVVGMGGLGKTTLARKAYENKEHMKN	334
OsIR8_06T0125200.1            SNTDESELVGFAKTKDELLKLIDVNTNDGPAKVICVVGMGGLGKTTLARKAYENKEHMKN	410
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             FSCCAWITVSQSFDRKEILKQMIRQLLGADSLDKLLKEFSEKLLVQVQHLADHLVEGLKE	394
OsZS_06T0473700.1             FSCCAWITVSQSFDRKEILKQMIRQLLGADSLDKLLKEFSEKLLVQVQHLADHLVEGLKE	394
OsIR8_06T0125200.1            FSCCAWITVSQSFDRKEILKQMIRQLLGADSLDKLLKEFSEKLLVQVQHLADHLVEGLKE	470
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             KRYFVVLDDLWTIDAWNWIHDIAFPKINNRGSRIIITTRDAGLAGRCTSESLIYHLEPLH	454
OsZS_06T0473700.1             KRYFVVLDDLWTIDAWNWIHDIAFPKINNRGSRIIITTRDAGLAGRCTSESLIYHLEPLH	454
OsIR8_06T0125200.1            KRYFVVLDDLWTIDAWNWIHDIAFPKINNRGSRIIITTRDAGLAGRCTSESLIYHLEPLH	530
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             IDDAIHLLLAKTNIRLEDMENDEDLGSIVTKLVKRCGYLPLAILTIGGILATKKIMEWGK	514
OsZS_06T0473700.1             IDDAIHLLLAKTNIRLEDMENDEDLGSIVTKLVKRCGYLPLAILTIGGILATKKIMEWGK	514
OsIR8_06T0125200.1            IDDAIHLLLAKTNIRLEDMENDEDLGSIVTKLVKRCGYLPLAILTIGGILATKKIMEWGK	590
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             FYRELPSELESNPSLEAMRRMVTLSYNHLPSHLKPCFLYLSIFPEDFEIQRGRLVDRWIA	574
OsZS_06T0473700.1             FYRELPSELESNPSLEAMRRMVTLSYNHLPSHLKPCFLYLSIFPEDFEIQRGRLVDRWIA	574
OsIR8_06T0125200.1            FYRELPSELESNPSLEAMRRMVTLSYNHLPSHLKPCFLYLSIFPEDFEIQRGRLVDRWIA	650
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             EGFVRATDGVNIEDVGNSHFNELINRSLIQPSKVSTDGVVKRCRIHDIMRDIIVSISREE	634
OsZS_06T0473700.1             EGFVRATDGVNIEDVGNSHFNELINRSLIQPSKVSTDGVVKRCRIHDIMRDIIVSISREE	634
OsIR8_06T0125200.1            EGFVRATDGVNIEDVGNSHFNELINRSLIQPSKVSTDGVVKRCRIHDIMRDIIVSISREE	710
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             NFVLLTREKITVVAEESIRHLAFHGSKCSKICLEWNHLRSVTLFGDRPVGRTPALCSPQF	694
OsZS_06T0473700.1             NFVLLTREKITVVAEESIRHLAFHGSKCSKICLEWNHLRSVTLFGDRPVGRTPALCSPQF	694
OsIR8_06T0125200.1            NFVLLTREKITVVAEESIRHLAFHGSKCSKICLEWNHLRSVTLFGDRPVGRTPALCSPQF	770
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             RMLRVLDLEDAKFKFTQNDIRNIGLLRHMKYLNFARASTIYTLPRSIGKLQCLQILNMRE	754
OsZS_06T0473700.1             RMLRVLDLEDAKFKFTQNDIRNIGLLRHMKYLNFARASTIYTLPRSIGKLQCLQILNMRE	754
OsIR8_06T0125200.1            RMLRVLDLEDAKFKFTQNDIRNIGLLRHMKYLNFARASTIYTLPRSIGKLQCLQILNMRE	830
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ANISALTTEVTKLQNLRSLRCSRRSGSGYFSIIDNPKECLMITMCLPMVFLTSINFSDRV	814
OsZS_06T0473700.1             ANISALTTEVTKLQNLRSLRCSRRSGSGYFSIIDNPKECLMITMCLPMVFLTSINFSDRV	814
OsIR8_06T0125200.1            ANISALTTEVTKLQNLRSLRCSRRSGSGYFSIIDNPKECLMITMCLPMVFLTSINFSDRV	890
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             KLIPEICMSCSTRWSDTKGVRVPRGIDNLKELQILEVVDINRTSRKAIEELGELIQLRKL	874
OsZS_06T0473700.1             KLIPEICMSCSTRWSDTKGVRVPRGIDNLKELQILEVVDINRTSRKAIEELGELIQLRKL	874
OsIR8_06T0125200.1            KLIPEICMSCSTRWSDTKGVRVPRGIDNLKELQILEVVDINRTSRKAIEELGELIQLRKL	950
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             SVTTKGATNKKYQIFCAAIEKLSSLQSLRVDAEGFSDTGTLEWLNSIACPPPFLKRLKLN	934
OsZS_06T0473700.1             SVTTKGATNKKYQIFCAAIEKLSSLQSLRVDAEGFSDTGTLEWLNSIACPPPFLKRLKLN	934
OsIR8_06T0125200.1            SVTTKGATNKKYQIFCAAIEKLSSLQSLRVDAEGFSDTGTLEWLNSIACPPPFLKRLKLN	1010
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             GSLADTPNWFGNLKQLVKMCLSRCGLKDGKTMEILGALPNLMVLRLYRNAYADEKMTFRR	994
OsZS_06T0473700.1             GSLADTPNWFGNLKQLVKMCLSRCGLKDGKTMEILGALPNLMVLRLYRNAYADEKMTFRR	994
OsIR8_06T0125200.1            GSLADTPNWFGNLKQLVKMCLSRCGLKDGKTMEILGALPNLMVLRLYRNAYADEKMTFRR	1070
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             GTFPNLRCLDIYLLKQLREIRFEEGTSPTMESIEIYGCRLESGIIGIKHLPRLKIISLEY	1054
OsZS_06T0473700.1             GTFPNLRCLDIYLLKQLREIRFEEGTSPTMESIEIYGCRLESGIIGIKHLPRLKIISLEY	1054
OsIR8_06T0125200.1            GTFPNLRCLDIYLLKQLREIRFEEGTSPTMESIEIYGCRLESGIIGIKHLPRLKIISLEY	1130
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             DGKVAKLDVLQEEVNTHPNHTELQMAEDRSHHDLGDCSVQKLPTSLSPCAVVSLLVLSLK	1114
OsZS_06T0473700.1             DGKVAKLDVLQEEVNTHPNHTELQMAEDRSHHDLGDCSVQKLPTSLSPCAVVSLLVLSLK	1114
OsIR8_06T0125200.1            DGKVAKLDVLQEEVNTHPNHTELQMAEDRSHHDLGDCSVQKLPTSLSPCAVVSLLVLSLK	1190
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             GESNESMAETVLSMARSLVGSAISKAASAAANETSLLLGVEKDIWYVLHC----------	1164
OsZS_06T0473700.1             GESNESMAETVLSMARSLVGSAISKAASAAANETSLLLGVEKDIWYVLHC----------	1164
OsIR8_06T0125200.1            GESNESMAETVLSMARSLVGSAISKAASAAANETSLLLGVEKDIWYIKDELKTMQAFLRA	1250
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ----------ALLVKLRERHRIAIRIHNLKSRVEEVSSRNTRYNLVEPISSGTEDDMDSY	1214
OsZS_06T0473700.1             ----------ALLVKLRERHRIAIRIHNLKSRVEEVSSRNTRYNLVEPISSGTEDDMDSY	1214
OsIR8_06T0125200.1            AEVMKKKDELLKLVKLRERHRIAIRIHNLKSRVEEVSSRNTRYNLVEPISSGTEDDMDSY	1310
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             AEDIRNQSARNVDEAELVGFSDSKKRLLEMIDTNANDGPAKVICVVGMGGLGKTALSRKI	1274
OsZS_06T0473700.1             AEDIRNQSARNVDEAELVGFSDSKKRLLEMIDTNANDGPAKVICVVGMGGLGKTALSRKI	1274
OsIR8_06T0125200.1            AEDIRNQSARNVDEAELVGFSDSKKRLLEMIDTNANDGPAKVICVVGMGGLGKTALSRKI	1370
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             FESEEDIRKNFPCNAWITVSQSFHRIELLKDMIRQLLGLSSLDQLLQELQGKVVVQVHHL	1334
OsZS_06T0473700.1             FESEEDIRKNFPCNAWITVSQSFHRIELLKDMIRQLLGLSSLDQLLQELQGKVVVQVHHL	1334
OsIR8_06T0125200.1            FESEEDIRKNFPCNAWITVSQSFHRIELLKDMIRQLLGLSSLDQLLQELQGKVVVQVHHL	1430
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             SEYLIEELKEKRYFVVLDDLWFLHDWNWINDIAFPKNNKMGSRI----------------	1378
OsZS_06T0473700.1             SEYLIEELKEKRYFVVLDDLWFLHDWNWINDIAFPKNNKMGSRI----------------	1378
OsIR8_06T0125200.1            SEYLIEELKEKRYFVVLDDLWFLHDWNWINDIAFPKNNKMGSRIVITTRSVDLAEKCATA	1490
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1378
OsZS_06T0473700.1             ------------------------------------------------------------	1378
OsIR8_06T0125200.1            SLVYHLDFLQMNDAITLLLRKTNKKHEGMESNKNMQNMVERIVNKCGRLPLAILTIGAVL	1550
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1378
OsZS_06T0473700.1             ------------------------------------------------------------	1378
OsIR8_06T0125200.1            ATKHVSEWEKFYEQLPSELEINPSLEALRRMVTLGYNHLPSHLKPCFLYLSIFPEDFEIR	1610
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1378
OsZS_06T0473700.1             ------------------------------------------------------------	1378
OsIR8_06T0125200.1            RNRLVGRWIAEGFVRPQVGMTTKDVGESYFNELISRSMIQRSRVGISGKIQSCRVHDIIR	1670
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ---------ENFVLLPMGDGSDLVQENTRHIAFHGN------------------------	1405
OsZS_06T0473700.1             ---------ENFVLLPMGDGSDLVQENTRHIAFHGN------------------------	1405
OsIR8_06T0125200.1            DITVSISRQENFVLLPMGDGSDLVQENTRHIAFHGSMSCKTGLDWSIIRSLAIFGDRPKS	1730
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1405
OsZS_06T0473700.1             ------------------------------------------------------------	1405
OsIR8_06T0125200.1            LAHAVCPDQLRMLRVLDLEDVTFLITQKDFDRIALLCHLKYLSIGYSSSIYSLPRSIGKL	1790
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1405
OsZS_06T0473700.1             ------------------------------------------------------------	1405
OsIR8_06T0125200.1            QGLQTLNMPSTYIAALPSEISKLQCLHTLRCIRELDFDKFSLNHPMKCITNTICLPKVFT	1850
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ------------------------------------------------------------	1405
OsZS_06T0473700.1             ------------------------------------------------------------	1405
OsIR8_06T0125200.1            PLVSRDDHAIQIAELHMATKSCWSESFGVKVPKGIGKLRDLQVLEYVDIRRTSSRAIKEL	1910
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             ----------------------------------------------IETLECLDSISSPP	1419
OsZS_06T0473700.1             ----------------------------------------------IETLECLDSISSPP	1419
OsIR8_06T0125200.1            GQLSKLRKLGVITKGSTKEKCKILYAAIEKLSSLQYLYVNAAFLSDIETLECLDSISSPP	1970
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             PLLRTLKLNGSLEEMPNWIEQLTHLKKFYLQWSKLKEGKTMLILGALPNLM---------	1470
OsZS_06T0473700.1             PLLRTLKLNGSLEEMPNWIEQLTHLKKFYLQWSKLKEGKTMLILGALPNLM---------	1470
OsIR8_06T0125200.1            PLLRTLKLNGSLEEMPNWIEQLTHLKKFYLQWSKLKEGKTMLILGALPNLMVLYLYWKAY	2030
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             -------------------------LREIRFEDGSSPQLEKIEIRFCRLESGIIGIIHLP	1505
OsZS_06T0473700.1             -------------------------LREIRFEDGSSPQLEKIEIRFCRLESGIIGIIHLP	1505
OsIR8_06T0125200.1            LGEKLVFKTGAFPNLRTLSIYDLDQLREIRFEDGSSPQLEKIEIRFCRLESGIIG-----	2085
                                                                                          

Pi9(ABB88855.1)               ------------------------------------------------------------	0
Pi2(ABC94599.1)               ------------------------------------------------------------	0
Piz-t(ABC73398.1)             ------------------------------------------------------------	0
Pi50(AKS24975.1)              ------------------------------------------------------------	0
OsR498G0612162700.01.P01      ------------------------------------------------------------	0
OsR498G0612162700.01.P02      ------------------------------------------------------------	0
OsMH_06T0494300.1             RLKEISLGYKSKVAGLAQLEGELQILIAEPEEPVALSYLLCGCELLAVLSVNREGRSSRA	1565
OsZS_06T0473700.1             RLKEISLGYK------------------KPEEPVALSYLLCGCELLAVLSVNREGRSSRA	1547
OsIR8_06T0125200.1            -------------------------------------------------------RSSRA	2090
                                                                                          

Pi9(ABB88855.1)               --MAETVLSMARSLVGSAISKAASAAANETSLLLGVEKDIWYIKDELKTMQAFLRAAEVM	58
Pi2(ABC94599.1)               --MAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAELM	58
Piz-t(ABC73398.1)             --MAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAELM	58
Pi50(AKS24975.1)              --MAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAELM	58
OsR498G0612162700.01.P01      --MAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAEVM	58
OsR498G0612162700.01.P02      --MAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAEVM	58
OsMH_06T0494300.1             ESMAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAEVM	1625
OsZS_06T0473700.1             ESMAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAEVM	1607
OsIR8_06T0125200.1            ESMAETVLSMARSLVGSAISKAASAAADETSLLLGVEKDIWYIKDELKTMQAFLRAAE--	2148
                                *************************:******************************  

Pi9(ABB88855.1)               KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQTLFRQLVKLRERHRIAIRIHNLKSR	118
Pi2(ABC94599.1)               KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQTLFRQLVKLRERHRIAIRIHNLKSR	118
Piz-t(ABC73398.1)             KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQTLFRQLVKLRERHRIAIRIHNLKSR	118
Pi50(AKS24975.1)              KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQTLFRQLVKLRERHRIAIRIHNLKSR	118
OsR498G0612162700.01.P01      KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQSLFRQLVKLRERHRIAIRIHNLKSR	118
OsR498G0612162700.01.P02      KKKDELLKVWAEQIRDLSYDIEDSLDEFKVHIESQSLFRQLVKLRERHRIAIRIHNLKSR	118
OsMH_06T0494300.1             KKK--------------------------------DELLKLVKLRERHRIAIRIHNLKSR	1653
OsZS_06T0473700.1             KKK--------------------------------DELLKLVKLRERHRIAIRIHNLKSR	1635
OsIR8_06T0125200.1            --------VWAEQIRDLSYDIEDSLDEFKVHIESQTLFRQLVKLRERHRIAIRIHNLKSR	2200
                                                                   : :********************

Pi9(ABB88855.1)               VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	178
Pi2(ABC94599.1)               VEEVSSRNTRYSLVKPISSGTEIDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	178
Piz-t(ABC73398.1)             VEEVSSRNTRYSLVKPISSGTEIDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	178
Pi50(AKS24975.1)              VEEVSSRNTRYSLVKPISSGTEIDMDSYAEDIRNQSAHNVDEAELVGFSDSKKRLLEMID	178
OsR498G0612162700.01.P01      VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	178
OsR498G0612162700.01.P02      VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	178
OsMH_06T0494300.1             VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	1713
OsZS_06T0473700.1             VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	1695
OsIR8_06T0125200.1            VEEVSSRNTRYNLVEPISSGTEDDMDSYAEDIRNQSARNVDEAELVGFSDSKKRLLEMID	2260
                              ***********.**:******* **************:**********************

Pi9(ABB88855.1)               TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCIAWITVSQSFHRIELLKDM	238
Pi2(ABC94599.1)               TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	238
Piz-t(ABC73398.1)             TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	238
Pi50(AKS24975.1)              TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	238
OsR498G0612162700.01.P01      TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	238
OsR498G0612162700.01.P02      TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	238
OsMH_06T0494300.1             TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	1773
OsZS_06T0473700.1             TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	1755
OsIR8_06T0125200.1            TNANDGPAKVICVVGMGGLGKTALSRKIFESEEDIRKNFPCNAWITVSQSFHRIELLKDM	2320
                              ***************************************** ******************

Pi9(ABB88855.1)               IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVILDDLWILHDWNWINEI	298
Pi2(ABC94599.1)               IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	298
Piz-t(ABC73398.1)             IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	298
Pi50(AKS24975.1)              IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	298
OsR498G0612162700.01.P01      IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	298
OsR498G0612162700.01.P02      IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	298
OsMH_06T0494300.1             IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	1833
OsZS_06T0473700.1             IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	1815
OsIR8_06T0125200.1            IRQLLGPSSLDQLLQELQGKVVVQVHHLSEYLIEELKEKRYFVVLDDLWILHDWNWINEI	2380
                              *******************************************:****************



Pi9(ABB88855.1)               AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
Pi2(ABC94599.1)               AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
Piz-t(ABC73398.1)             AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
Pi50(AKS24975.1)              AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
OsR498G0612162700.01.P01      AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
OsR498G0612162700.01.P02      AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	358
OsMH_06T0494300.1             AFPKNNKKGSRIL-----------------------------------------------	1846
OsZS_06T0473700.1             AFPKNNKKGSRIL-----------------------------------------------	1828
OsIR8_06T0125200.1            AFPKNNKKGSRIVITTRNVDLAEKCATASLVYHLDFLQMNDAITLLLRKTNKNHEDMESN	2440
                              ************:                                               

Pi9(ABB88855.1)               KNMQKMVERIVNKCGRLPLAILTIGAVLATKHVSEWEKFYEQLPSELEINPSLEALRRMV	418
Pi2(ABC94599.1)               KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEHLPSELEINPSLEALRRMV	418
Piz-t(ABC73398.1)             KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEHLPSELEINPSLEALRRMV	418
Pi50(AKS24975.1)              KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEQLPSELEINPSLEALRRMV	418
OsR498G0612162700.01.P01      KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEHLPSELEINPSLEALRRMV	418
OsR498G0612162700.01.P02      KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEHLPSELEINPSLEALRRMV	418
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            KNMQKMVERIVNKCGRLPLAILTIGAVLATKQVSEWEKFYEHLPSELEINPSLEALRRMV	2500
                                                                                          

Pi9(ABB88855.1)               TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	478
Pi2(ABC94599.1)               TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	478
Piz-t(ABC73398.1)             TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	478
Pi50(AKS24975.1)              TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGIWIAEGLVRPKVGMTTKDVGESYFYE	478
OsR498G0612162700.01.P01      TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	478
OsR498G0612162700.01.P02      TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	478
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            TLGYNHLPSHLKPCFLYLSIFPEDFEIKRNRLVGRWIAEGFVRPKVGMTTKDVGESYFNE	2560
                                                                                          

Pi9(ABB88855.1)               LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
Pi2(ABC94599.1)               LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
Piz-t(ABC73398.1)             LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
Pi50(AKS24975.1)              LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
OsR498G0612162700.01.P01      LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
OsR498G0612162700.01.P02      LINRSMIQRSRVGIAGKIKTCRIHDIIRDITVSISRQENFVLLPMGDGSDLVQENTRHIA	538
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            LINRSMIQRSRVGIAGKIKTCRIHDIICDITVSISRQENFVLLPMGDGSDLVQENTRHIA	2620
                                                                                          

Pi9(ABB88855.1)               FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCLDQLRMLRVLDLEDVTFLITQKDFDR	598
Pi2(ABC94599.1)               FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	598
Piz-t(ABC73398.1)             FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	598
Pi50(AKS24975.1)              FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	598
OsR498G0612162700.01.P01      FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	598
OsR498G0612162700.01.P02      FHGSMSCKTGLDWSIIRSLAIFGDRPKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	598
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            FHGSMSCKTGLDWSIIRSLAIFGG-PKSLAHAVCPDQLRMLRVLDLEDVTFLITQKDFDR	2679
                                                                                          

Pi9(ABB88855.1)               IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMLRTYIAALPSEISKLQCLHTLRCS	658
Pi2(ABC94599.1)               IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	658
Piz-t(ABC73398.1)             IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	658
Pi50(AKS24975.1)              IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	658
OsR498G0612162700.01.P01      IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	658
OsR498G0612162700.01.P02      IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	658
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            IALLCHLKYLSIGYSSSIYSLPRSIGKLQGLQTLNMPSTYIAALPSEISKLQCLHTLRCI	2739
                                                                                          

Pi9(ABB88855.1)               RKFVYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESFGVKVP	718
Pi2(ABC94599.1)               GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESIGVKVP	718
Piz-t(ABC73398.1)             GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESIGVKVP	718
Pi50(AKS24975.1)              GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESFGVKVP	718
OsR498G0612162700.01.P01      GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESIGVKVP	718
OsR498G0612162700.01.P02      GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESIGVKVP	718
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            GQFHYDNFSLNHPMKCITNTICLPKVFTPLVSRDDRAKQIAELHMATKSCWSESFGVKVP	2799
                                                                                          

Pi9(ABB88855.1)               KGIGKLRDLQVLEYVDIRRTSSRAIKELGHLSKLRKLGVITKGSTKEKCKILYAAIEKLS	778
Pi2(ABC94599.1)               KGIGKLRDLQVLEYVDIRRTSSRAIKELGQLSKLRKLGVTTNGSTKEKCKILYAAIEKLS	778
Piz-t(ABC73398.1)             KGIGKLRDLQVLEYVDIRRTSSRAIKELGQLSKLRKLGVTTNGSTKEKCKILYAAIEKLS	778
Pi50(AKS24975.1)              KGIGKLRDLQVLEYVDIKRTSSRAIKELGQLSKLRKLGVITKGSTKEKCKILYAAIEKLS	778
OsR498G0612162700.01.P01      KGIGKLRDLQVLEYVDIRRTSSRAIKELGQLSKLRKLGVITKGSTKEKCKILFAAIEKLS	778
OsR498G0612162700.01.P02      KGIGKLRDLQVLEYVDIRRTSSRAIKELGQLSKLRKLGVITKGSTKEKCKILFAAIEKLS	778
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            KGIGKLRDLQVLEYVDIRRTSSRAIKELGQLSKLRKLGVITKGSTKEKCKILYAAIEKLS	2859
                                                                                          

Pi9(ABB88855.1)               SLQSLYVNAALLSDI-ETLECLDSISSPPPLLRTLGLNGSLEEMPNWIEQLTHLKKIYLL	837
Pi2(ABC94599.1)               SLQSLHVDAAGISD-GGTLECLDSISSPPPLLRTLVLDGILEEMPNWIEQLTHLKKIYLL	837
Piz-t(ABC73398.1)             SLQSLHVDAVLFSGIIGTLECLDSISSPPPLLRTLVLDGILEEMPNWIEQLMHLKKIYLL	838
Pi50(AKS24975.1)              SLQYLYVNAALLSDI-ETLECLDSISSPPPLLSTLRLNGSLEEMPNWIEQLTHLKKFYLR	837
OsR498G0612162700.01.P01      SLQYLYVNAGLLSDI-ETLECLDSISSPPPLLRTLVLYGILEEMPNWIEQLMHLKKINLL	837
OsR498G0612162700.01.P02      SLQYLYVNAGLLSDI-ETLECLDSISSPPPLLRTLVLYGILEEMPNWIEQLMHLKKINLL	837
OsMH_06T0494300.1             ------------------------------------------------------------	1846
OsZS_06T0473700.1             ------------------------------------------------------------	1828
OsIR8_06T0125200.1            SLQYLYVNAVLLSDI-ETLECLDSISSPPPLLRTLRLNGSLEEMPNWIEQLTHLMKFHLL	2918
                                                                                          

Pi9(ABB88855.1)               RSKLKEGKTMLILGALPNLMVLYLYWNAYLGEKLVFKTGAFPNLRTLRIYELDQLREMRF	897
Pi2(ABC94599.1)               RSKLKEGKTMLILGALPNLMVLHLYRNAYLGEKLVFKTGAFPNLRTLWIYELDQLREIRF	897
Piz-t(ABC73398.1)             SSKLKEGKTMLILGALPNLMVLHLYRNAYLGEKLVFKTGAFPNLRTLWIYELDQLREIRF	898
Pi50(AKS24975.1)              RSKLKEGKTMLILGALPNLMFLSLYHNSYLGEKLVFKTGAFPNLRTLCIYELDQLREIRF	897
OsR498G0612162700.01.P01      SSKLKEGKTMLILGALPNLMVLDLYQKAYLGEKLVFKTGAFPNLRTLGIYELDQLREIRF	897
OsR498G0612162700.01.P02      SSKLKEGKTMLILGALPNLMVLDLYQKAYLGEKLVFKTGAFPNLRTLGIYELDQLREIRF	897
OsMH_06T0494300.1             -------------------------------------------------------REIRF	1851
OsZS_06T0473700.1             -------------------------------------------------------REIRF	1833
OsIR8_06T0125200.1            SSKLKEGKTMLILGALPNLMLLSLYHNSYLGEKLVFNTGAFPNLRTLCIYELDQLREIRF	2978
                                                                                     **:**

Pi9(ABB88855.1)               EDGSSPLLEKIEISCCRLESGIIGIIHLPRLKEISLEYKSKVARLGQLEGEVNTHPNRPV	957
Pi2(ABC94599.1)               EDGSSPLLEKIEIGECRLESGITGIIHLPKLKEIPIRYGSKVAGLGQLEGEVNAHPNRPV	957
Piz-t(ABC73398.1)             EDGSSPLLEKIEIGECRLESGITGIIHLPKLKEIPIRYGSKVAGLGQLEGEVNAHPNRPV	958
Pi50(AKS24975.1)              EDGSSPLLEKIEIGKCRLESGIIGIIHLPKLKEIPITYGSKVAGLGQLEGEVNAHPNRPV	957
OsR498G0612162700.01.P01      EDGSSPQLEKIEIRFCRLEPGIIGIIHLPRLKEISRGYESKVAGLAQLEGEVNAHPNRPV	957
OsR498G0612162700.01.P02      EDGSSPQLEKIEIRFCRLEPGIIGIIHLPRLKEISRGYESKVAGLAQLEGEVNAHPNRPV	957
OsMH_06T0494300.1             EDSSSPQLEKIEIGWCRLESGIIGIIHLPRLKEIELGNGSEVARLGQLEGEVRTHPNHPV	1911
OsZS_06T0473700.1             EDSSSPQLEKIEIGWCRLESGIIGIIHLPRLKEIELGNGSEVARLGQLEGEVRTHPNHPV	1893
OsIR8_06T0125200.1            EDSSSPQLEKIEIGWCRLESGIIGIIHLPRLKEIELGNGSEVARLGQLEGEVRTHPNHPV	3038
                              **.*** ******  **** ** ******:****     *:** *.******.:***:**

Pi9(ABB88855.1)               LRMDSDRRDHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1017
Pi2(ABC94599.1)               LLMYSDRRYHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1017
Piz-t(ABC73398.1)             LLMYSDRRYHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1018
Pi50(AKS24975.1)              LLMDSDRRYHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1017
OsR498G0612162700.01.P01      LLMYSDRRYHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1017
OsR498G0612162700.01.P02      LLMYSDRRYHDLGAEAEGSSIEVQTADPVPDAEGSVTVAVEATDPLPEQEGESSQSQVIT	1017
OsMH_06T0494300.1             LRMREDRSDHDLAGDAEGSPVEVEATDPLPEKEGESSQ----------------------	1949
OsZS_06T0473700.1             LRMREDRSDHDLAGDAEGSPVEVEATDPLPEKEGESSQ----------------------	1931
OsIR8_06T0125200.1            LRMREDRSDHDLAGDAEGSPVEVEATDPLPEKEG-----------------ESS--QVIT	3079
                              * * .**  ***..:**** :**:::**:*: **                          

Pi9(ABB88855.1)               LTTNDSEEIGTAQAG---------------------------------------------	1032
Pi2(ABC94599.1)               LTTNDSEEIGTAQAG---------------------------------------------	1032
Piz-t(ABC73398.1)             LTTNDSEEIGTAQAG---------------------------------------------	1033
Pi50(AKS24975.1)              LTTNDSEEIGTAQAG---------------------------------------------	1032
OsR498G0612162700.01.P01      LTTNDRSVTPYMAA----------------------------------------------	1031
OsR498G0612162700.01.P02      LTTNDRSVTPYMAA----------------------------------------------	1031
OsMH_06T0494300.1             --RIDRHSSNWFDQVLISSSIGISASAGCAHLAVPWKGADLRRLPLSSIASHALDSSLWG	2007
OsZS_06T0473700.1             --RIDRHSSNWFDQVLISSSIGISASAGCAHLAVPWKGADLRRLPLSSIASHALDSSLWG	1989
OsIR8_06T0125200.1            LTTNDRHSSNWFDQVLISSSIGISASAGCAHLAVPWKGADLRRLPLSSIASHALDSSLWE	3139
                                  *                                                       

Pi9(ABB88855.1)               ------------------------------------------------------------	1032
Pi2(ABC94599.1)               ------------------------------------------------------------	1032
Piz-t(ABC73398.1)             ------------------------------------------------------------	1033
Pi50(AKS24975.1)              ------------------------------------------------------------	1032
OsR498G0612162700.01.P01      ------------------------------------------------------------	1031
OsR498G0612162700.01.P02      ------------------------------------------------------------	1031
OsMH_06T0494300.1             MN----CFNLTFSRDMLLVPA---------------------------------------	2024
OsZS_06T0473700.1             MN----CFNLTFSRDMLLVPA---------------------------------------	2006
OsIR8_06T0125200.1            SLLGWRCGQSNG--AKLFKPLSKHARQDGQIIVLKLKVEAAIFTISGRTQIGGLVLHTCR	3197
                                                                                          

Pi9(ABB88855.1)               ---------------------------	1032
Pi2(ABC94599.1)               ---------------------------	1032
Piz-t(ABC73398.1)             ---------------------------	1033
Pi50(AKS24975.1)              ---------------------------	1032
OsR498G0612162700.01.P01      ---------------------------	1031
OsR498G0612162700.01.P02      ---------------------------	1031
OsMH_06T0494300.1             ---------------------------	2024
OsZS_06T0473700.1             ---------------------------	2006
OsIR8_06T0125200.1            DATATACSLKDATLLFISLRPPIKLLI	3224
                                                         



*****Pi21*****

Pi21(Q7XL73.1)                MGILVILVDLQCCRCDAKIRKVLGCLEEEYCIEKVEYDVKNNRVIVRGKFDPEKLCKKIW	60
OsR498G0408477200.01.P01      MGILVISVDLQCCRCDAKIRKVLGCLEEEYCIEKVEYDVKNNRVIVRGKFDPEKLCKKIW	60
OsMH_04T0303900.1             MGILVISVDLQCCRCDAKIRKVLGCLEEEYCIEKVEYDVKNNRVIVRGKFDPEKLCKKIW	60
BGIOSGA015169-PA              MGILVISVDLQCCRCDAKIRKVLGCLEEEYCIEKVEYDVKNNRVIVRGKFDPEKLCKKIW	60
OS04T0401000-01               MGILVILVDLQCCRCDAKIRKVLGCLEEEYCIEKVEYDVKNNRVIVRGKFDPEKLCKKIW	60
                              ****** *****************************************************

Pi21(Q7XL73.1)                CKAGKIIKEILIVDVWPPPLPQPPPPCKPPPCEKPPEDCKPKPCHCCSCEKPKPKPKPCH	120
OsR498G0408477200.01.P01      CKAGKIIKEILIVDVWPPPSP---PPCKPPPCEKPPEDCKPKPCHCCSCEKPKPKPKPCH	117
OsMH_04T0303900.1             CKAGKIIKEILIVDVWPPPLP---PPCKPPPCEKPPEDCKPKPCHCCSCEKPKPKPKPCH	117
BGIOSGA015169-PA              CKAGKIIKEILIVDVWPPPLP---PPCKPPPCEKPPEDCKPKPCHCCSCEKPKPKPKPCH	117
OS04T0401000-01               CKAGKIIKEILIVDVWPPPLPQPPPPCKPPPCEKPPEDCKPKPCHCCSCEKPKPKPKPCH	120
                              ******************* *   ************************************

Pi21(Q7XL73.1)                CEKPKPCHCEKPKPCEKPPPCKPEEPPKPPPEKPPPKPECKLVPYPYPVPYPYAGQWCCP	180
OsR498G0408477200.01.P01      CEKPKPCHCEKPKPCEKPPPCKPEEPPKPPPEKPPPKPECKLVPYPYPVPYPYAGQWCCP	177
OsMH_04T0303900.1             CEKPKPCHCEKPKPCEKPPPCKPEEPPKPPPEKPPPKPECKLVPYPYPVPYPYAGQWCCP	177
BGIOSGA015169-PA              CEKPKPCHCEKPKPCEKPPPCKPEEPPKPPPEKPPPKPECKLVPYPYPVPYPYAGQWCCP	177
OS04T0401000-01               CEKPKPCHCEKPKPCEKPPPCKPEEPPKPPPEKPPPKPECKLVPYPYPVPYPYAGQWCCP	180
                              ************************************************************

Pi21(Q7XL73.1)                KPEPPKPPPEPPKEPEPPKPCGCSHAFVCVCKPAPPPPPPCGCSGGHGNCGCGIRPWPPQ	240
OsR498G0408477200.01.P01      KPEPPKPPPEPPKEPEPPKPCGCSHAFVCVCKPAPPPPPPCGCSGGHGNCGCGIRPWPPQ	237
OsMH_04T0303900.1             KPEPPKPPPEPPKEPEPPKPCGCSHAFVCVCKPAPPPPPPCGCSGGHGNCGCGIRPWPPQ	237
BGIOSGA015169-PA              KPEPPKPPPEPPKEPEPPKPCGCSHAFVCVCKPAPPPPPPCGCSGGHGNCGCGIRPWPPQ	237
OS04T0401000-01               KPEPPKPPPEPPKEPEPPKPCGCSHAFVCVCKPAPPPPPPCGCSGGHGNCGCGIRPWPPQ	240
                              ************************************************************

Pi21(Q7XL73.1)                VWPPPPVCPPPPWCYTEDNANACSIM	266
OsR498G0408477200.01.P01      VWPPPPVCPPPPWCYTEDNANACSIM	263
OsMH_04T0303900.1             VWPPPPVCPPPPWCYTEDNANACSIM	263
BGIOSGA015169-PA              VWPPPPVCPPPPWCYTEDNANACSIM	263
OS04T0401000-01               VWPPPPVCPPPPWCYTEDNANACSIM	266
                              **************************



*****Pi36*****

Pi36(ABI64281.1)              MEFVTGAMSSLIPKLGELLKEKYNLQKNIRGKIESLSAELRRAQAVLRMVGEVPQDQQNE	60
OsR498G0815193900.01.P01      MEFVTGAMGSLIPKLGELLKEEYNLQKNVRGKIESLSRELQRVQAVIRMVGEVPQDQHNE	60
OsMH_08T0044300.1             MAFVTGAMNSLIPKLGELLKEKYNLHKDLRRKIDSLTKELRRVQAVLHMVGEVPPEQHNE	60
OsZS_08T0050000.1             MEFVTGAMGSLIPKLGELLKEEYNLQKNVRGKIESLSRELQRVQAVIRMVGEVPQDQHNE	60
OsIR8_08T0031000.1            -------MGSLIPKLGELLKEEYNLQKNVRGKIESLSRELQRVQAVIRMVGEVPQDQHNE	53
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              LVKLWASDLREASYDMEDIIDAFLVHVDDDGPKPADPHVLRRLGKQVKKLFKKTKHRVTI	120
OsR498G0815193900.01.P01      LVKLWASDLREASYDMEDIIDNFLVHVDDDGPKPADPRVLRRLGKQVKKLFKKTKHRITI	120
OsMH_08T0044300.1             LVKLWASDLREASYDMEDIIDTFLVHVDDDGPKPADPHVLRRLGKQVKKLFKKTKHRITI	120
OsZS_08T0050000.1             LVKLWASDLREASYDMEDIIDNFLVHVDDDGPKPADPRVLRRLGKQVKKLFKKTKHRITI	120
OsIR8_08T0031000.1            LVKLWASDLREASYDMEDIIDNFLVHVDDDGPKPADPRVLRRLGKQVKKLFKKTKHRITI	113
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ADAIQEMEKKLLEIDARHGRYPVDNIVIPARPTPIDPRILNIEKMANNLVGIDEPRDELI	180
OsR498G0815193900.01.P01      ADAIQDMEKKLEEVAARHGRYTGDNIVTPERLMPIDPRILNIEKMVKNLVGIDEPRDELI	180
OsMH_08T0044300.1             ADSIQEMEKKLLEIYARHGRYPVDNIVTLACLTPIDPRILNIEKMAKNLVGIDEPRDELI	180
OsZS_08T0050000.1             ADAIQDMEKKLEEVAARHGRYTGDNIVTPERLMPIDPRILNIEKMVKNLVGIDEPRDELI	180
OsIR8_08T0031000.1            ADAIQDMEKKLEEVAARHGRYTGDNIVTPERLMPIDPRILNIEKMVKNLVGIDEPRDELI	173
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              KMLSQHERDNNLNTSNRKTKIVYVVGMGGLGKTTLATAVYEKIKVGFPLNAFVPIGQNPN	240
OsR498G0815193900.01.P01      KMLSLHDSDNN--ISNRKTEIVYVIGMGGLGKTTLATAVYEKIKVGFPLNAFVPIGQNPD	238
OsMH_08T0044300.1             KMLSLHEHDYNLHMSNRKTKIVYIVGMGGLGKTTLATAVYEKIKVGFPLYAFVPIGQNPD	240
OsZS_08T0050000.1             KMLSLHDSDNN--ISNRKTEIVYVIGMGGLGKTTLATAVYEKIKVGFPLNAFVPIGQNPD	238
OsIR8_08T0031000.1            KMLSLHDSDNN--ISNRKTEIVYVIGMGGLGKTTLATAVYEKIKVGFPLNAFVPIGQNPD	231
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              MKAILWNILHRLGSEKYLNCPNIEMLTVQELIGELKQFIKGKRFFIVIDD----------	290
OsR498G0815193900.01.P01      MKKILWNILNRLGQDKYLNCPNMEMLNVQELIGELKEFVKGKRFFIVID-----------	287
OsMH_08T0044300.1             MKKILWNILNRVGQDKYLNCPNMEMLNVQELIGELREFIKGKRFFIVIDD----------	290
OsZS_08T0050000.1             MKKILWNILNRLGQDKYLNCPNMEMLNVQELIGELKEFVKGKRFFIVID-----------	287
OsIR8_08T0031000.1            MKKILWNILNRLGQDKYLNCPNMEMLNVQELIGELKEFVKGKRTGSEGKYLDNSSIEECD	291
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ------------------------------------------------------------	290
OsR498G0815193900.01.P01      -----------------D------------------------------------------	288
OsMH_08T0044300.1             ------------------------------------------------------------	290
OsZS_08T0050000.1             -----------------D------------------------------------------	288
OsIR8_08T0031000.1            KILKKCAGVPLAIITIASLLASRPGQDWSEVYSAIDFGEEDNDEVANTKRILSFSYYDLP	351
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              --------------------------IWDKPSWQILE-----------------------	301
OsR498G0815193900.01.P01      --------------------------IGISHHG---------------------------	295
OsMH_08T0044300.1             --------------------------IWDKPSW---------------------------	297
OsZS_08T0050000.1             --------------------------IWDKPSW---------------------------	295
OsIR8_08T0031000.1            SHLKNCLLYLSMFPEDYKIDKTILIWMWIAEGFVPEKKNTNIGLYDLGESYFNELINRSM	411
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ------------------------------------------------------------	301
OsR498G0815193900.01.P01      ----------------------------------------------------KYLKV---	300
OsMH_08T0044300.1             ------------------------------------------------------------	297
OsZS_08T0050000.1             ----------------------------------------------------QILES---	300
OsIR8_08T0031000.1            IQPIGVENYGCNGMANYIGRSLQHAGRQCHLRCLRLSSYAHFDRVPKELGHLKFLKVLDL	471
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ---------------------------------SGL------------------------	304
OsR498G0815193900.01.P01      ---------------------------VY-------------------------------	302
OsMH_08T0044300.1             -----------------------------QILESG-------------------------	303
OsZS_08T0050000.1             ---------------------------GL-------------------------------	302
OsIR8_08T0031000.1            GDSYGTIKELPEELGLLTQLLCLRIPHGLEMVPAGLIGKLTSLQQLDIRFIGEVAVRQFV	531
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          



Pi36(ABI64281.1)              ------------------------------------------------------------	304
OsR498G0815193900.01.P01      ---------KVMIVEVKY------------------------------------------	311
OsMH_08T0044300.1             ------------------------------------------------------------	303
OsZS_08T0050000.1             ---------QHNYCGSKV------------------------------------------	311
OsIR8_08T0031000.1            KELGNLRELRMLYADLHFWLRDESMQIDFLQSLGSLHKVHTMCIYGSALWNGTRPDAGSV	591
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ------------------------------------------------------------	304
OsR498G0815193900.01.P01      ------------------------------------------------------------	311
OsMH_08T0044300.1             ------------------------------------------------------------	303
OsZS_08T0050000.1             ------------------------------------------------------------	311
OsIR8_08T0031000.1            SCPRLWQLSLTCIKFFSLPMWVNSSTLGCLSHLDVKVQVVKEQDMETLGRLPMLCYLELD	651
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              -------------QDNDYG-----------------------------------------	310
OsR498G0815193900.01.P01      -----L------------------------------------------------------	312
OsMH_08T0044300.1             ------------LQD---------------------NDCG--------------------	310
OsZS_08T0050000.1             -----LVTTR--------------------------------------------------	316
OsIR8_08T0031000.1            SQYTRLVSIKKKLADDGYFQKLRIFRTPCSFVRFDLHGCESISGASIFMPRLESLEFSVD	711
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ---------------------------------------SKILVTTRKSEV---------	322
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ---------------------------------------SKVLVTTRKSEVA--------	323
OsZS_08T0050000.1             -----------------------------------------------KSEVAT-------	322
OsIR8_08T0031000.1            VRFLKDAADLHAGLNNLLAGFNDFGRTSLKRVNAKISCKDALAVEVQEAEVALANAAHDH	771
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ------------------------------------------------------------	322
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------------------------------------------------------	323
OsZS_08T0050000.1             ---IVSDMYN---------------------------------------------MK---	331
OsIR8_08T0031000.1            SNRPVLQIYRISEKKMRSPGDNEPTSWSDQKVFVISVYPSSNDHHRYLSYLELLNEKPRL	831
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ATIISDVYN---------------------------------------------------	331
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             -TIVSDMYNM--------------------------------------------------	332
OsZS_08T0050000.1             ------------------------------------------------------------	331
OsIR8_08T0031000.1            KKLIVNIYVSKDGKVGDVDEAVAAARNVVDHHINHPTLEINRMEESISDQHQQYIRINFL	891
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              -----------MKPLSHDNSKELLYTRTGSEGKSLDSSSTEACDKILKKCAGVPLAIITI	380
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------KPLSHDNSRELLYTRTGSEGRYLDSSSTQACDKILKKCAGVPLAIITI	380
OsZS_08T0050000.1             -------------PLSHDNSRELLYTRTGSEGRYLDSSSTQACDKILKKCAGVPLAIITI	378
OsIR8_08T0031000.1            ICRLLFYCYDTLYFISFIYILELLYTRTGSEGRYLDSSSTQACDKILKKCAGVPLAIITI	951
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              ASLLASRSGLDWSEVYRAIDFGEEDNYEMANTKRILSFSYYDLPSHLKNCLLYLSMFPED	440
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ASLLASRS--------------------------------------------------ED	390
OsZS_08T0050000.1             ASLLASRSGQEWPEVYRAIDFGEEDNYEMANTKRILSFSYYDLPSHLKNCLLYLSMFPED	438
OsIR8_08T0031000.1            ASLLASRSGQEWPEVYRAIDFGEEDNYEMANTKRILSFSYYDLPSHLKNCLLYLSMFPED	1011
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              YKIDKNHLIWMWIAEGFVPEKQNTNLGLYELGESYFNELINRSMIQPIENEFFGCIEGCR	500
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             YEIKKDFLIWMWIAEGFVPEKQSTNIGLYDLGESYFNELINRSMIQPIGVENYGYIYGCR	450
OsZS_08T0050000.1             YEIKKDFLIWMWIAEGFVPEKQNTNIGLYDLGESYFNELINRSMIQPIGVENYGYIYGCR	498
OsIR8_08T0031000.1            YEIKKDFLIWMWIAEGFVPEKQNTNIGLYDLGESYFNELINRSMIQPIGVENYGYIYGCR	1071
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          



Pi36(ABI64281.1)              VHDMVLDLARSLTSEQNFVTVLDNDEQRKPESTNARRLALHRTSITSYRFVNMDMKKVRS	560
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             VHDMVLDLARSLTSEQNFVTVLDNDEQRKPESTNARRLALHRTSITSYQFANVDMKKVRS	510
OsZS_08T0050000.1             VHDMVLDLARSLTSEQNFVTVLDNDEQRKPESTNAHRLALHRMSITSYQFANVDMKKVRS	558
OsIR8_08T0031000.1            VHDMVLDLARSLTSEQNFVTVLDNDEQRKPESTNAHRLALHRMSITSYQFANVDMKKVRS	1131
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              FVATECNNGNNSVAPPRFQVLRVLSLDKCSGMEDYYIESILQYAGRLGHLRCLQLSSHTE	620
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             FVATECNTGNNSVAPPGFQVLRVLFLDRCNGMEDYHIKSILQCAGRLCHLRCLQLSSYTE	570
OsZS_08T0050000.1             FVATECNTGNNSVAPPGFQVLRVLFLDRCNGMEDYHIKSILQCAGRLCHLRCLQLSSYTE	618
OsIR8_08T0031000.1            FVATECNTGNNSVAPPGFQVLRVLFLDRCNGMEDYHIKSILQCAGRLCHLRCLQLSSYTE	1191
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              FHRLPKELGDLKFLKILDLGDCGGTIEELPEELGLLTHLLCLRIPRRLEMLPAGLIGKLT	680
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             FLRLPKELGHLKFLKILDLGGCGGTIKELPEELGLLTHLLCLRIAHLLEMVPAGLIGKLT	630
OsZS_08T0050000.1             FLRLPKELGDLKFLKILDLGGCGGTIKEMPEELSLLTHLLCLRIAHLLEMVPAGLIGKLT	678
OsIR8_08T0031000.1            FLRLPKELGDLKFLKILDLGGCGGTIKEMPEELSLLTHLLCLRIAHLLEMVPAGLIGKLT	1251
BGIOSGA027983-PA              ------------------------------------------------------------	0
                                                                                          

Pi36(ABI64281.1)              SLQELCISLIEEVAVRHFVQELGNLRELRVLYAKIYIGLKDESMQRDFLQSLGCLHKVHT	740
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             SLQQLDINLAGEVAVRQFAKELGRGGQTGGTARPGTGTVPAR------------------	672
OsZS_08T0050000.1             SLQQLDINLAEEVAVRQFAKELGNLRELRMLYADLYNGLRDQSMQIDFLQSLGCLHKVHT	738
OsIR8_08T0031000.1            SLQQLDINLAEEVAVRQFAKELGNLRELRMLYADLYNGLRDQSMQIDFLQSLGCLHKVHT	1311
BGIOSGA027983-PA              -----------------------------MLYADLYNGLRDKSMQRDFLQSLGCLHKVHT	31
                                                                                          

Pi36(ABI64281.1)              MNIYSIEVRECTRPDAAGSVSCPRLWQLSLPCIKFFSLPVWINSSTLGCLSHLDVKVQVV	800
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             -PVSARPVRHG-------------------------------------------------	682
OsZS_08T0050000.1             MHIYGTTVKEGTRPD-AGSVSCPRLWQLSLTCIKFFSLPVWVNSSTLGCLSHLDVKVQVV	797
OsIR8_08T0031000.1            MHIYGTTVKEGTRPD-AGSVSCPRLWQLSLTCIKFFSLPVWVNSSTLGCLSHLDVKVQVV	1370
BGIOSGA027983-PA              MHIYGTTVKEGTRPD-AGSVSCPRLWQLSLTCIKFFSLPVWVNSSTLGCLSHLDVKVQVV	90
                                                                                          

Pi36(ABI64281.1)              REQDMETLGRLPMLCYLKLDSQYTRLISIKK-PADDGYFRKLRFFKTPHSFVRFDLHGCE	859
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------------------------------------------------------	682
OsZS_08T0050000.1             KEQDMETLGRLPMLCYLELDSQYTRLVSIKKKLADDGYFQKLRIFRTPCSFVRFDLHGCE	857
OsIR8_08T0031000.1            KEQDMETLGRLPMLCYLELDSQYTRLVSIKKKLADDGYFQKLRIFRTPCSFVRFDLHGCE	1430
BGIOSGA027983-PA              KEQDMETLGRLPMLCYLKLDSQFTRLISIKKKLANDGYFQKLRIFRTPSSFVRFDLHGCE	150
                                                                                          

Pi36(ABI64281.1)              SSSGASSFMPRLEHIEFSVDVRFLKDAADLHAGLNNLLAGFNDFGRTSLKSVDARIHCKD	919
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------------------------------------------------------	682
OsZS_08T0050000.1             SISGASIFMPRLESLEFSVDVRFLKDAADLHAGLNNLLAGFNDFGRTSLKRVNAKISCKD	917
OsIR8_08T0031000.1            SISGASIFMPRLESLEFSVDVRFLKDAADLHAGLNNLLAGFNDFGRTSLKRVNAKISCKD	1490
BGIOSGA027983-PA              SINGASIFMPRLEHIEFSVDVRFLKDAANLHAGLDNLLAGFSDFGRTSLKRVYAIIHCKD	210
                                                                                          

Pi36(ABI64281.1)              ALAAEVQEAEVALANAAHGHPNRPVLRTDMAYERMMRSPDDDKPTSWSDQKFFETHVYPS	979
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------------------------------------------------------	682
OsZS_08T0050000.1             ALAVEVKEAEVALANAAHDHSNRPVLQIYRISEKKMRSPGDNEPTSWSDQKVFEIHVYPS	977
OsIR8_08T0031000.1            ALAVEVKEAEVALANAAHDHSNRPVLQIYRISEKKMRSPGDNEPTSWSDQKVFEIHVYPS	1550
BGIOSGA027983-PA              ALAAEVQEAEVALANAAHGHPNRPVLRTDRAYERMMRSPDDD------------------	252
                                                                                          

Pi36(ABI64281.1)              SNDHHRYLSYLRLLKKPRLEKLIVNIYVSKDGMVGDVDEAVAAARNVVDHHINHPTLEIN	1039
OsR498G0815193900.01.P01      ------------------------------------------------------------	312
OsMH_08T0044300.1             ------------------------------------------------------------	682
OsZS_08T0050000.1             SNDHHRYLSYLRLLKKPRLEKLIVNIYVSKDGMVGDVDEAVAAARNVVDHHINHPTLEIN	1037
OsIR8_08T0031000.1            SNDHHRYLSYLRLLKKPRLEKLIVNIYVSKDGMVGDVDEAVAAARNVVDHHINHPTLEIN	1610
BGIOSGA027983-PA              --------------EKPRLEKLIVNRYVSKDGMVGDVDEAVAAARNVVDHHINRPTLEIN	298
                                                                                          



Pi36(ABI64281.1)              RMEESISDQHQQVPENN--------------------------------------	1056
OsR498G0815193900.01.P01      -------------------------------------------------------	312
OsMH_08T0044300.1             -------------------------------------------------------	682
OsZS_08T0050000.1             RMEESISDQHQQARYISLLEL--VP----NIVLQRNPVNL---------------	1071
OsIR8_08T0031000.1            RMEERYSDQFPHMSSTLLLIIGSAPDHPPHGLLTAVPVPSHVGSKSAVAFAELVS	1665
BGIOSGA027983-PA              RMEESISDQHQQARYISLLDLR--PQY----YTKEKPG-----------------	330
                                                                                     



*****Pi37*****

Pi37(ABI94578.1)          MAEVVLAGLRLAATPICVKLLCNASTCLGVDMTRELHELETIIIPQFELVIEAAEKGNHR	60
Pish(XP_015646397.1)      MAEVVLAGLRLAATPICVKLLCNASTCLGVDMTRELHELETIIIPQFELVIEAAEKGNHR	60
OsZS_01T0546300.1         MAEVVLAGLRLAATPICVKLLCNASTCLGVDMTRELHELETIIIPQFELVIEAAEKGNHR	60
OsIR8_01T0345800.1        MAEVVLAGLHLAARPIFKKLLVEASTYLGVDMMCEFHELETTIMPQFELVIEEAEKGNHR	60
OS01T0782200-01           -------------------------------------------------------MGDHR	5
                                                                                  *:**

Pi37(ABI94578.1)          AKLDRWLRELKQAFYNAEDLLDEHEYNILKCKAKHKDSLVKDSTQVHDSSISNILKQPMR	120
Pish(XP_015646397.1)      AKLDRWLRELKQAFYNAEDLLDEHEYNILKCKAKHKDSLVKDSTQVHDSSISNILKQPMR	120
OsZS_01T0546300.1         AKLDRWLRELKQAFYNAEDLLDEHEYNILKCKAKHKDSLVKDSTQVHDSSISNILKQPMR	120
OsIR8_01T0345800.1        AKLDKWLKELKEAFYNAEDLLEEHEYNILKHKAKSNGSLGKDSTQAHASSISNILKQPLH	120
OS01T0782200-01           ATAK--------------------------------------------------------	9
                          *. .                                                        

Pi37(ABI94578.1)          AVSSRMSNLRPENRKILCQLNELKTMLEKAKEFRELIHLPAGNSLEGPSVPTIVVPVVTS	180
Pish(XP_015646397.1)      AVSSRMSNLRPENRKILCQLNELKTMLEKAKEFRELIHLPAGNSLEGPSVPTIVVPVVTS	180
OsZS_01T0546300.1         AVSSRMSNLRPENRKILCQLNELKTMLEKAKEFRELIHLPAGNSLEGPSVPTIVVPVVTS	180
OsIR8_01T0345800.1        AVSSRLSNLRPENRNLLRQLNELKTILAKAKEFRELLCLPAVNSVLDSIVPIPVVHVATS	180
OS01T0782200-01           ----VRVNGAPAEATLFCTDPPGAAN-GGGGDGGELRWRCAG-----GAAAERVLSL---	56
                                 *  * : .::       :    . :  **    *        .   *: :   

Pi37(ABI94578.1)          LLPPRVFGRNMD-RDRIIHLLTKPMATVSSSVGYSGLAIVAHGGAGKS-TLAQCVYNDKR	238
Pish(XP_015646397.1)      LLPPRVFGRNMD-RDRIIHLLTKPMATVSSSVGYSGLAIVAHGGAGKS-TLAQCVYNDKR	238
OsZS_01T0546300.1         LLPPRVFGRNMD-RDRIIHLLTKPMATVSSSVGYSGLAIVAHGGAGKS-TLAQCVYNDKR	238
OsIR8_01T0345800.1        LLPPRVFGRDMD-RDRIIHLLTEPTAAVSSSAGYSGLAIVAHGGAGKS-TLAQYVYNDKR	238
OS01T0782200-01           --DADVLGVEARGKEVVVKAFVLPADAAARSVSC--AAGAGKGGGGRRRRRRDYVFEMAA	112
                               *:* :   :: ::: :. *  :.: *..    * ..:**.*:     : *::   

Pi37(ABI94578.1)          AQEHFDVRMWVCISRKLDVHRHTREIIESATNGECPRVDNLDTLQCRLKDIMQKSEKFLL	298
Pish(XP_015646397.1)      VQEHFDVRIWVCISRKLDVHRHTREIIESATNGECPRVDNLDTLQCRLKDIMQKSEKFLL	298
OsZS_01T0546300.1         VQEHFDVRIWVCISRKLDVHRHTREIIESATNGECPRVDNLDTLQCRLKDIMQKSEKFLL	298
OsIR8_01T0345800.1        VQEHFDVRMWVCISRKLDVRRHTREIIESATNGECPCVENLDTLQCRLKDILQKSEKLLL	298
OS01T0782200-01           GE--DAAAAW------------------------CDRM------RGSLDSL-GRPKRL-F	138
                           :    .  *                        *  :      :  *..:  : ::: :

Pi37(ABI94578.1)          VLDDVWFDESVNEREWDQLLDPLVSQQEGSRVLVTSRRDVLPAALHCKDVVHLENMEDAE	358
Pish(XP_015646397.1)      VLDDVWFDESVNEREWDQLLDPLVSQQEGSRVLVTSRRDVLPAALHCKDVVHLENMEDAE	358
OsZS_01T0546300.1         VLDDVWFDESVNEREWDQLLDPLVSQQEGSRVLVTSRRDVLPAALHCKDVVHLENMEDAE	358
OsIR8_01T0345800.1        VLDDVWFDKFNNETEWDQLLDPLVSLKEGSRVLVTSRQDVLPAALRCKDVVRLEDMEDTE	358
OS01T0782200-01           ILVNPFGGKKCGKKIYEAEIKPLFEAAG-VNV--TMQETRYQ--GHARQV--------AS	185
                          :* : : .:  .:  ::  :.**..     .*  * :.       :.::*        :.

Pi37(ABI94578.1)          FLALFKYHA---FSGTEIRNPQLHARLEEVAEKIAKRLGQS-----PLAARTVGSQLSRN	410
Pish(XP_015646397.1)      FLALFKYHA---FSGTEIRNPQLHARLEEVAEKIAKRLGQS-----PLAARTVGSQLSRN	410
OsZS_01T0546300.1         FLALFKYHA---FSGTEIRNPQLHARLEEVAEKIAKRLGQS-----PLAARTVGSQLSRN	410
OsIR8_01T0345800.1        FLALFKHHA---FSGTEIQNPQLRGRLEKIAEKIVKRLGHS-----PLAARTVGSQLSRK	410
OS01T0782200-01           SLDLARYDGIVCVSGDGV--------LVEVVNGILQRMDWEEAMKIPIGVVPAGTGNGMA	237
                           * * ::..   .**  :        * ::.: * :*:. .     *:..  .*:  .  

Pi37(ABI94578.1)          KDIAIWKSALNIENLSEPMKALLWSYNKLDSRLQRCFLYCSLFPKGHKYKIDEMVDLWVA	470
Pish(XP_015646397.1)      KDIAIWKSALNIENLSEPMKALLWSYNKLDSRLQRCFLYCSLFPKGHKYKIDEMVDLWVA	470
OsZS_01T0546300.1         KDIAIWKSALNIENLSEPMKALLWSYNKLDSRLQRCFLYCSLFPKGHKYKIDEMVDLWVA	470
OsIR8_01T0345800.1        KDINEWKSALNIETLSEPVKALLWSYNKLDSRLQRCFLYCSLFPKGHKYKIKEMIDLWP-	469
OS01T0782200-01           KS--LLHSASKTYSVPNAVFAIIRGYS---QS----LDVCTIVQGRKK-FFSVLNMTWGL	287
                          *.    :** :  .: : : *:: .*.   .     :  *::.   :*  :. :   *  

Pi37(ABI94578.1)          EGLVDSRNQGDKRIEDIGRDYFNEMVSGSFFQPVSERYMGTWYIMHDLLHDLAESLTKED	530
Pish(XP_015646397.1)      EGLVDSRNQGDKRIEDIGRDYFNEMVSGSFFQPVSERYMGTWYIMHDLLHDLAESLTKED	530
OsZS_01T0546300.1         EGLVDSRNQGDKRIEDIGRDYFNEMVSGSFFQPVSERYMGTWYIMHDLLHDLAESLTKED	530
OsIR8_01T0345800.1        ---------GDKRIEDVGRDYFNEMVSGSFFQPVSERYMGTWYIMHDLLHGLAESLTKED	520
OS01T0782200-01           VADIDIE---SEKYRWMGSARFD------FYALVRIMNLRKYYGSIQYV-----------	327
                                    .:: . :*   *:      *:  *    : .:*   : :           

Pi37(ABI94578.1)          CFRLEDDGVKEIPATVRHLSICVDSMKFHKQKICKLRYLRTVICIDPLMDDGDDIFNQLL	590
Pish(XP_015646397.1)      CFRLEDDGVKEIPATVRHLSICVDSMKFHKQKICKLRYLRTVICIDPLMDDGDDIFNQLL	590
OsZS_01T0546300.1         CFRLEDDGVKEIPATVRHLSICVDSMKFHKQKICKLRYLRTVICIDPLMDDGDDIFNQLL	590
OsIR8_01T0345800.1        CFRLEDDGVKEIPTTL--------------------------------------------	536
OS01T0782200-01           ----PAPGYEAYGDVVKQVENCTVE------------------CQE--------------	351
                                 * :    .:                                            



Pi37(ABI94578.1)          KNLKKLRVLHLSFYNSSSLPECIGELKHLRYLSIISTLISELPRSLCTLFHLELLHLNDK	650
Pish(XP_015646397.1)      KNLKKLRVLHLSFYNSSSLPECIGELKHLRYLSIISTLISELPRSLCTLFHLELLHLNDK	650
OsZS_01T0546300.1         KNLKKLRVLHLSFYNSSSLPECIGELKHLRYLSIISTLISELPRSLCTLFHLELLHLNDK	650
OsIR8_01T0345800.1        ------------------------------------------------------LQLNKK	542
OS01T0782200-01           ----------------------------------------QIG-----------------	354
                                                                                      

Pi37(ABI94578.1)          VKNLPDRLCNLRKLRRLEAYDDRNRMYKLYRAALPQIPYIGKLSLLQDIDGFCVQKQKGY	710
Pish(XP_015646397.1)      VKNLPDRLCNLRKLRRLEAYDDRNRMYKLYRAALPQIPYIGKLSLLQDIDGFCVQKQKGY	710
OsZS_01T0546300.1         VKNLPDRLCNLRKLRRLEAYDDRNRMYKLYRAALPQIPYIGKLSLLQDIDGFCVQKQKGY	710
OsIR8_01T0345800.1        VKCLPDKLCNLSKLRRLEAFDDR--IDELLNAALPQIPFVGKLTLLQHIDGFFVQKQKGY	600
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          ELRQLRDMNKLGGNLRVVNLENVTGKDEASESKLHQKTHLRGLHLSWNDVDDMDVSHLEI	770
Pish(XP_015646397.1)      ELRQLRDMNKLGGNLRVVNLENVTGKDEASESKLHQKTHLRGLHLSWNDVDDMDVSHLEI	770
OsZS_01T0546300.1         ELRQLRDMNKLGGNLRVVNLENVTGKDEASESKLHQKTHLRGLHLSWNDVDDMDVSHLEI	770
OsIR8_01T0345800.1        ELQQLGNMNELGGNLRVMNLENVSGKDEATESKLHQKARLRGLHLSWNDVDGMDVPHLEI	660
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          LEGLRPPSQLEDLTIEGYKSTMYPSWLLDGSYFENLESFTLANCCVIGSLPPNTEIFRHC	830
Pish(XP_015646397.1)      LEGLRPPSQLEDLTIEGYKSTMYPSWLLDGSYFENLESFTLANCCVIGSLPPNTEIFRHC	830
OsZS_01T0546300.1         LEGLRPPSQLEDLTIEGYKSTMYPSWLLDGSYFENLESFTLANCCVIGSLPPNTEIFRHC	830
OsIR8_01T0345800.1        LEGLRPPSQLDDLTIEGYKSTMYPSWLLDGSYFENLESFMLANCCGLGSLPPNTEIFRHC	720
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          MTLTLENVPNMKTLPFLPEGLTSLSIEGCPLLVFTTNNDELEHHDYRESITRANNLETQL	890
Pish(XP_015646397.1)      MTLTLENVPNMKTLPFLPEGLTSLSIEGCPLLVFTTNNDELEHHDYRESITRANNLETQL	890
OsZS_01T0546300.1         MTLTLENVPNMKTLPFLPEGLTSLSIEGCPLLVFTTNNDELEHHDYRESITRANNLETQL	890
OsIR8_01T0345800.1        VRLTLKNVPNMKTLSFLPEGLTSLSIEGCPLLVFTTNNNELEHHDYRESITRANNLETQL	780
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          VLIWEANSDSDIRSTLSSEHSSMKKLTELMDTDMSGNLQTIESALEIERDEALVKEDIIK	950
Pish(XP_015646397.1)      VLIWEANSDSDIRSTLSSEHSSMKKLTELMDTDMSGNLQTIESALEIERDEALVKEDIIK	950
OsZS_01T0546300.1         VLIWEANSDSDIRSTLSSEHSSMKKLTELMDTDMSGNLQTIESALEIERDEALVKEDIIK	950
OsIR8_01T0345800.1        VLIWEVNSDSDIRSTLSSEHSSMKKLTELMDTGISGNLQTIESALEIERDEALVKEDIIK	840
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          VWLCCHEERMRFIYSRKAGLPLVLPSGLCVLSLSSCSITDGALAICLGGLTSLRNLFLTE	1010
Pish(XP_015646397.1)      VWLCCHEERMRFIYSRKAGLPLVLPSGLCVLSLSSCSITDGALAICLGGLTSLRNLFLTE	1010
OsZS_01T0546300.1         VWLCCHEERMRFIYSRKAGLPLVLPSGLCVLSLSSCSITDGALAICLGGLTSLRNLFLTE	1010
OsIR8_01T0345800.1        VWLCCHEERMRFIYSRKAGLPLVLPSGLCGLSLSSCSITDGALAICLGGLTSLRNLFLTE	900
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          IMTLTTLPPEEVFQHLGNLRYLVIRSCWCLRSFGGLRSATSLSEIRLFSCPSLQLARGAE	1070
Pish(XP_015646397.1)      IMTLTTLPPEEVFQHLGNLRYLVIRSCWCLRSFGGLRSATSLSEIRLFSCPSLQLARGAE	1070
OsZS_01T0546300.1         IMTLTTLPPEEVFQHLGNLRYLVIRSCWCLRSFGGLRSATSLSEIRLFSCPSLQLARGAE	1070
OsIR8_01T0345800.1        IMTLTTLPPEEVFQHLGNLRYLVIRSCWCLRSFGGLRSATSLSEIRLFSCPSLQLARGAE	960
OS01T0782200-01           ------------------------------------------------------------	354
                                                                                      

Pi37(ABI94578.1)          FMQMSLEKLCVYNCVLSADFFCGDWPHLDDILLSGCRSSSSLHVGDLTSLESFSLYHFPD	1130
Pish(XP_015646397.1)      FMQMSLEKLCVYNCVLSADFFCGDWPHLNNIGLCGCRSSASLYVGDLTSLKSFSLYHLPD	1130
OsZS_01T0546300.1         FMQMSLEKLCVYNCVLSADFFCGDWPHLNNIGLCGCRSSASLYVGDLTSLKSFSLYHLPD	1130
OsIR8_01T0345800.1        FMPMSLEMLCVYGCVLSADFFCGDWPHLDDILLSGCRSSASLYVGDLTSLQSFSLYHLPD	1020
OS01T0782200-01           ------KSLCSYQG-PSVEFQGSEWRSLDGPFVSIWINNVQWAA--------ESIMAAPG	399
                                : ** *    *.:*  .:*  *:.  :.   .. .  .         *:   *.

Pi37(ABI94578.1)          LCTLEGLSSLQLHHVHLIDVPKLTTESISQFRVQRSLYISSSVMLNHMLSAEGFVVPEFL	1190
Pish(XP_015646397.1)      LCVLEGLSYLQLHHVHLIDVPKLTTESISQFRVQRSLYISSSVMLNHMISAEGFKVPGFL	1190
OsZS_01T0546300.1         LCVLEGLSYLQLHHVHLIDVPKLTTESISQFRVQRSLYISSSVMLNHMISAEGFKVPGFL	1190
OsIR8_01T0345800.1        LYVLEGLSSLHLHHVHLIDVPRLTTECTSQFRVQDSLYISSSVMLNCMLSAEGFKVPEFL	1080
OS01T0782200-01           AKFSDGY----MDAVIVRDCPKAD----------------------------------LL	421
                              :*     :. * : * *:                                    :*

Pi37(ABI94578.1)          SL-ESCKEPSVSFEESANFTSVKCLRLCNCEMRSPPGNMKCL------------------	1231
Pish(XP_015646397.1)      SL-ESCKKPSVSFEESANFTSVKCLRLCNCEMRSLPGNMKCL------------------	1231
OsZS_01T0546300.1         SL-ESCKKPSVSFEESANFTSVKCLRLCNCEMRSLPGNMKCL------------------	1231
OsIR8_01T0345800.1        SL-ESCKEPSVSLEESANFTSVKCLRLCNCEMSSLPGNMKCL------------------	1121
OS01T0782200-01           ALLMKMGDGSHVKSPYVTYLKVRCLRLSPGQLVENPKRGGIIDVDGEAIARGEGTYGKNQ	481
                          :*  .  . *   .  ..: .*:****.  :: . * .   :                  

Pi37(ABI94578.1)          -------------SSLTKLDIYDCPNISSIPDLPSSLQHICIWGCELLKESCRAPE---G	1275
Pish(XP_015646397.1)      -------------SSLTKLDIYDCPNITSLPDLPSSLQHICIWGCELLKKSCRAPD---G	1275
OsZS_01T0546300.1         -------------SSLTKLDIYDCPNITSLPDLPSSLQHICIWGCELLKKSCRAPD---G	1275
OsIR8_01T0345800.1        -------------SSLKKLDIYSCPNISSIPDLPSSLQHICIWGWHLMEKAGQRLRISAG	1168
OS01T0782200-01           KQDVMGYGPSIQMTVHRALATMYCPK----------------------------------	507
                                       :    *    **:                                  

Pi37(ABI94578.1)          ESWPKIA-HIRWKEFR--------------------------------------------	1290
Pish(XP_015646397.1)      ESWPKIA-HIRWKEFR--------------------------------------------	1290
OsZS_01T0546300.1         ESWPKIA-HIRWKEFR--------------------------------------------	1290
OsIR8_01T0345800.1        RNSDELCFRITTTEKRKDTPRFALSAIASPSTSIMPPRFGFSTSWPGDNRRHLTCKVKAS	1228
OS01T0782200-01           ------------------------------------------------------------	507
                                                                                      

Pi37(ABI94578.1)          -----	1290
Pish(XP_015646397.1)      -----	1290
OsZS_01T0546300.1         -----	1290
OsIR8_01T0345800.1        SAICN	1233
OS01T0782200-01           -----	507
                               



*****Pi5-1*****

Pi5-1(ACJ54697.1)       MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
Pii(BAN59294.1)         MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OsMH_09T0174300.1       MVGAEMLVAAAVSQVARKINDIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OsZS_09T0143500.1       MVGAEMLVAAAVSQVARKINGIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OsIR8_09T0072300.1      MVGAEMLVAAAVSQVARKINGIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
BGIOSGA029975-PA        MVGAEMLVAAAVSQVARKINGIVGVAQGEVKLCCNFSDDLEGIKDTLVYLETLLKNAENN	60
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
Pii(BAN59294.1)         SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
OsMH_09T0174300.1       SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
OsZS_09T0143500.1       SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
OsIR8_09T0072300.1      SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKGSLFCSLSNPMLLKG	120
BGIOSGA029975-PA        SFGSDRANLRHWLGQIKSLAYDIEDIVDGYYSSKEQFDGGSYAQKN--------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
Pii(BAN59294.1)         SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
OsMH_09T0174300.1       SMVYKMKSKREMLQQSQQLPNQYHFLSYINSAVHYFEEKQTTSYRNTDIAIVGRDADLDH	180
OsZS_09T0143500.1       SMVYKMKSKREMLQQRQQLPNQYHFLSHINSAVN-FEEKQTTSYRNTDIAIVGRDADLDN	179
OsIR8_09T0072300.1      SMVYKMKSKREMLQQRQQLPNQYHFLSHINSAVN-FEEKQTTSYRNTDIAIVGRDADLDN	179
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
Pii(BAN59294.1)         LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
OsMH_09T0174300.1       LMDLLMQNSAEELCIIPIVGPVGFGKTSLAQLVFNDTRTEVFSFRIWVHVSMGNINLEKI	240
OsZS_09T0143500.1       LMDILMENSAEELSIISIVGPVGFGKTSLAQFVFNNTGTEVFSFRIWVHVSMGNINLEKI	239
OsIR8_09T0072300.1      LMDILMENSAEELSIISIVGPVGFGKTSLAQFVFNNTGTEVFSFRIWVHVSMGNINLEKI	239
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
Pii(BAN59294.1)         GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
OsMH_09T0174300.1       GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIIIDSLWGKDEEVNELKQMLLTGRH	300
OsZS_09T0143500.1       GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIILDSLWGKDEEVNELKQMLLTGRH	299
OsIR8_09T0072300.1      GRDIVSQTTEKIEGNMQLQSIKNAVQRVLNKYSCLIILDSLWGKDEEVNELKQMLLTGRH	299
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
Pii(BAN59294.1)         TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
OsMH_09T0174300.1       TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	360
OsZS_09T0143500.1       TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	359
OsIR8_09T0072300.1      TESKIIVTTHSNKVAKLISTVPLYKLAALSEDDCLKIFSQRAMTGPGDPLFREYGEEIVR	359
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	420
Pii(BAN59294.1)         RCEGTPLVANFLGSVVNAQRQRREIWQAAKDKEMWKIEEDYPQDKTSPLFPSFKIIYYNM	420
OsMH_09T0174300.1       RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	420
OsZS_09T0143500.1       RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	419
OsIR8_09T0072300.1      RCEGTPLVANFLGSVVNAQRQRREIWQAAKDEEMWKIEEDYPQDKISPLFPSFKIIYYNM	419
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    

Pi5-1(ACJ54697.1)       PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
Pii(BAN59294.1)         PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
OsMH_09T0174300.1       PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMI-------ESKHGTLPLDVTAEKYID	473
OsZS_09T0143500.1       PHELRLCFVYCSIFPKGTVIEKKKLIQQWIALDMIDCSWSFIESKHGTLPLDVTAEKYID	479
OsIR8_09T0072300.1      PHELRLCFN---------------------------------------------------	428
BGIOSGA029975-PA        ------------------------------------------------------------	106
OS09T0327575-00         ------------------------------------------------------------	0
                                                                                    



Pi5-1(ACJ54697.1)       ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
Pii(BAN59294.1)         ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
OsMH_09T0174300.1       ELKAIYFLQVLERSQNDAERSSASEEMLRMHNLAHDLARSVAGEDILVILDAENERNARY	533
OsZS_09T0143500.1       ELKAIYFLQVLERSQNDAERSGASEEMLHMHNLAHDLARSVAGEDILVILDAENERNARY	539
OsIR8_09T0072300.1      ----------------DAERSGASEEMLHMHNLAHDLARSVAGEDILVILDAENERNARY	472
BGIOSGA029975-PA        ----------------DAERSGASEEMLHMHNLAHDLARSVAGEDILVILDAENERNARY	150
OS09T0327575-00         --------------------------MLHMHNLAHDLARSVAGEDILVILDAENERNARY	34
                                                  **:*******************************

Pi5-1(ACJ54697.1)       CNYRYAQVSASSLESIDRKAWPSKARSLIFKNSGVDFEHVSEVLSVNKYLRVLDLSGCCV	593
Pii(BAN59294.1)         CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFERVSEVLSVNKYLRVLDLSGCCV	593
OsMH_09T0174300.1       CNYRYAQVSASSLESIDRKAWPSKARSLIFKNSGVDFEHVSEVLSVNKYLRVLDLSGCCV	593
OsZS_09T0143500.1       CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	599
OsIR8_09T0072300.1      CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	532
BGIOSGA029975-PA        CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	210
OS09T0327575-00         CDYRYAQVSASSLESIDRKAWPSKARSLIFKNSGADFEHVSEVLSVNKYLRVLDLSGCCV	94
                        *:********************************.***:*********************

Pi5-1(ACJ54697.1)       QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
Pii(BAN59294.1)         QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
OsMH_09T0174300.1       QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	653
OsZS_09T0143500.1       QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	659
OsIR8_09T0072300.1      QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	592
BGIOSGA029975-PA        QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	270
OS09T0327575-00         QDIPSPIFQLKQLRYLDVSSLSITALPLQISSFHKLQMLDLSETELTELPPFISNLKGLN	154
                        ************************************************************

Pi5-1(ACJ54697.1)       YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
Pii(BAN59294.1)         YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
OsMH_09T0174300.1       YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESIENLTKLRFLNLSGCSKLSTL	713
OsZS_09T0143500.1       YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	719
OsIR8_09T0072300.1      YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	652
BGIOSGA029975-PA        YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	330
OS09T0327575-00         YLNLQGCQKLQRLNSLHLLHDLHYLNLSCCPEVTSFPESLENLTKLRFLNLSGCSKLSAL	214
                        ***************************************:******************:*

Pi5-1(ACJ54697.1)       PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
Pii(BAN59294.1)         PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
OsMH_09T0174300.1       PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	773
OsZS_09T0143500.1       PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	779
OsIR8_09T0072300.1      PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	712
BGIOSGA029975-PA        PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	390
OS09T0327575-00         PIRFLESFASLCSLVDLNLSGFEFQMLPDFFGNIYSLQYLNLSKCLKLEVLPQSFGQLAY	274
                        ************************************************************

Pi5-1(ACJ54697.1)       LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
Pii(BAN59294.1)         LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
OsMH_09T0174300.1       LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	833
OsZS_09T0143500.1       LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	839
OsIR8_09T0072300.1      LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	772
BGIOSGA029975-PA        LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	450
OS09T0327575-00         LKSLNLSYCSDLKLLESFECLTSLRFLNLSNCSRLEYLPSCFDKLNNLESLNLSQCLGLK	334
                        ************************************************************

Pi5-1(ACJ54697.1)       ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
Pii(BAN59294.1)         ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
OsMH_09T0174300.1       ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	893
OsZS_09T0143500.1       ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	899
OsIR8_09T0072300.1      ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	832
BGIOSGA029975-PA        ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	510
OS09T0327575-00         ALPESLQNLKNLQLDVSGCQDCIVQSFSLSTRSSQSCQRSEKAEQVRSRNSEISEITYEE	394
                        ************************************************************

Pi5-1(ACJ54697.1)       PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPSSHLSSF	953
Pii(BAN59294.1)         PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPSSHLSSF	953
OsMH_09T0174300.1       PAEIELLKNNPSKDLASISHLNEDRIEEPEVVTEPSATRGMVQQIPGNQLSSPSSHLSSF	953
OsZS_09T0143500.1       PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTESSATRGMVQQIPGNQLSSPSSHLSSF	959
OsIR8_09T0072300.1      PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTESSATRGMVQQIPGNQLSSPSSHLSSF	892
BGIOSGA029975-PA        PAEIELLRNNPSKDLASISHLNEDRIEEPEVVT---------------------------	543
OS09T0327575-00         PAEIELLRNNPSKDLASISHLNEDRIEEPEVVTESSATRGMVQQIPGNQLSSPSSHLSSF	454
                        *******:*************************                           



Pi5-1(ACJ54697.1)       ASSSAPFASSSSDTSTSEHPVPNEEAAALTVPRSKEKCDNTPMPVKDGLISEDDAPVHLH	1013
Pii(BAN59294.1)         ASSSAPFASSSSDTSTSEHPVPNEEAAALTVPRSNEKCDNTPMPVKDGLISEDDAPVHLH	1013
OsMH_09T0174300.1       ASSSAPFASSSSDTSTSEHPVPNEEAAALTVPRSKEKCDNTPMPVKDGLISEDDAPVHLH	1013
OsZS_09T0143500.1       ASSSAPFASSSWDTSTSEHPVPNEEAAALTVPRSNEKCDNTPMPVKDGLISEDDAPVHLH	1019
OsIR8_09T0072300.1      ASSSAPFASSSWDTSTSEHPVPNEEAAALTVPRSNEKCDNTPMPVKDGLISEDDAPSSGR	952
BGIOSGA029975-PA        ------------------------------------------------------------	543
OS09T0327575-00         ASSSAPFASSSWDTSTSEHPVPNEEAAALTVPRSNEKCDNTPMPVKDGLISEDDAPVHLH	514
                                                                                    

Pi5-1(ACJ54697.1)       QKPLQATAMAAI------------------------------------------------	1025
Pii(BAN59294.1)         QKPLQATAMAAI------------------------------------------------	1025
OsMH_09T0174300.1       QKPLQATAMAAI------------------------------------------------	1025
OsZS_09T0143500.1       QTPLQATAMAAT------------------------------------------------	1031
OsIR8_09T0072300.1      VQFLHLHIVLLLPGLVWHISSSSSTSPRAGAQPNSFSSTENGSGAGNREPVPARGFGSLV	1012
BGIOSGA029975-PA        ------------------------------------------------------------	543
OS09T0327575-00         QTPLQATAMAAT------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ------------------------------------------------------------	1025
Pii(BAN59294.1)         ------------------------------------------------------------	1025
OsMH_09T0174300.1       ------------------------------------------------------------	1025
OsZS_09T0143500.1       ------------------------------------------------------------	1031
OsIR8_09T0072300.1      QIPDKIQNSLKVHFGRFLKKNGFGGGSEAEMLPMQMQGTCTTVAPEVRLDKQLQAWKNNP	1072
BGIOSGA029975-PA        ----------EVHFGRFLKKNGFGGGSEAEMLPMQMQGTCTTVAPEVRLDKQLQAWKNNP	593
OS09T0327575-00         ------------------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ------------------------------------------------------------	1025
Pii(BAN59294.1)         ------------------------------------------------------------	1025
OsMH_09T0174300.1       ------------------------------------------------------------	1025
OsZS_09T0143500.1       ------------------------------------------------------------	1031
OsIR8_09T0072300.1      IWSDEPPEIKVTVPQG---SLCNLNLK-FKAGLPPDAVYNIIIDPENKRVFKNIKEVISR	1128
BGIOSGA029975-PA        IWSDEPPEIKSVNNSSMEASTCNAGDPGVRVDIKNARDEPVLVAPPKKQQE---------	644
OS09T0327575-00         ------------------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ------------------------------------------------------------	1025
Pii(BAN59294.1)         ------------------------------------------------------------	1025
OsMH_09T0174300.1       ------------------------------------------------------------	1025
OsZS_09T0143500.1       ------------------------------------------------------------	1031
OsIR8_09T0072300.1      KVVLDEGQRQIVEVEQAAIWRFLWWSGVLSVHV-FVDQNRTNHTVKFKQGRTGFMKKFEG	1187
BGIOSGA029975-PA        ----EEEPKEPVPVRRPPIA----------VPAAPQPENRVAPHAAAAEGEA--------	682
OS09T0327575-00         ------------------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ------------------------------------------------------------	1025
Pii(BAN59294.1)         ------------------------------------------------------------	1025
OsMH_09T0174300.1       ------------------------------------------------------------	1025
OsZS_09T0143500.1       ------------------------------------------------------------	1031
OsIR8_09T0072300.1      CWKIEPLFVDKEACHPLDPCTLEKYDSCTNGTGRVGSSITLDQLIEPAMVPPPPFSWYLR	1247
BGIOSGA029975-PA        -----------------VPARADDGERERHGGGT---EAEDEAKAEAELVPVPANSTKIK	722
OS09T0327575-00         ------------------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ------------------------------------------------------------	1025
Pii(BAN59294.1)         ------------------------------------------------------------	1025
OsMH_09T0174300.1       ------------------------------------------------------------	1025
OsZS_09T0143500.1       ------------------------------------------------------------	1031
OsIR8_09T0072300.1      GITTRTTEMLVNDLIAETARLRGLANNAIDKQYVEGKCDTSRDHLTEECNDIKERWRQRR	1307
BGIOSGA029975-PA        ------------------------------------------------------------	722
OS09T0327575-00         ------------------------------------------------------------	526
                                                                                    

Pi5-1(ACJ54697.1)       ---------------	1025
Pii(BAN59294.1)         ---------------	1025
OsMH_09T0174300.1       ---------------	1025
OsZS_09T0143500.1       ---------------	1031
OsIR8_09T0072300.1      KTGRHGNSLRLTAQG	1322
BGIOSGA029975-PA        ---------------	722
OS09T0327575-00         ---------------	526
                                       



*****Pi5-2*****

Pi5-2(ACJ54698.1)             ----------------------------------------------------------MA	2
OsR498G0917163500.01.P01      ----------------------------------------------------------MA	2
OsMH_09T0175200.3             RVIDFSTEGEANKIPRSIWRDELTIYKFPRGPVFLNPLPCIFSIQRYNTRSPKNHRCRMA	60
BGIOSGA039715-PA              ------------------------------------------------------------	0
OS09T0327800-00               ----------------------------------------------------------MA	2
                                                                                          

Pi5-2(ACJ54698.1)             TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	62
OsR498G0917163500.01.P01      TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	62
OsMH_09T0175200.3             TAGAAVDRLLRRLASGAGRLELPSSIDEDMAHVKRTLARLQDVLLTVEGKYFKMGAEVQE	120
BGIOSGA039715-PA              ------------------------------------------------------------	0
OS09T0327800-00               TAGAAVDRLLRRLAADAGRLKLPSSIDEDMAQVRRTLARLQDVLLSVEGKYFKMSMEAQE	62
                                                                                          

Pi5-2(ACJ54698.1)             WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	122
OsR498G0917163500.01.P01      WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	122
OsMH_09T0175200.3             WMRKIKQIAYGIQDLLDEFEDSSGTGSQRNGSRISEGTLSCSSAPFFCHLSRSQRIRVLK	180
BGIOSGA039715-PA              ------------------------------------------------------------	0
OS09T0327800-00               WMRKINQISYDIQDLLDEFEDCSEAGSQRGSSWIAKHS----------------------	100
                                                                                          

Pi5-2(ACJ54698.1)             RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	182
OsR498G0917163500.01.P01      RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	182
OsMH_09T0175200.3             RKLDQSTKDTSVFSLLQHSLSNLDKSNEQEVLLHRTEIIGRDTDKENIKNLLLQNDVDKL	240
BGIOSGA039715-PA              ------------------------------------------------------------	0
OS09T0327800-00               -------------------PSNLKHC-NEPVIFDGYKILGRDNDRENVKNLLFQNDADKF	140
                                                                                          

Pi5-2(ACJ54698.1)             PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	242
OsR498G0917163500.01.P01      PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	242
OsMH_09T0175200.3             PIIPIVGLAGLGKTAVAKLIFHEQGEGWNFDQRIWVHLDKKLDLNKIANSIISQVNQSVD	300
BGIOSGA039715-PA              ------------------------------------------------------------	0
OS09T0327800-00               SIIPIVGLAGIGKTALARLIFQDYGEEWNFDQRIWICIDRKLELNKIANDIISQVNKKEE	200
                                                                                          

Pi5-2(ACJ54698.1)             TT-----KNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGT	297
OsR498G0917163500.01.P01      TT-----KNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGT	297
OsMH_09T0175200.3             TT-----KNQIQNNLQFKRNCLQEVLCDQSSLIVLDDLFSTEENQIAELKEMLRGTKKGT	355
BGIOSGA039715-PA              ---------------------------------------------------MLRGTKKGT	9
OS09T0327800-00               TISEFVLNDQIHNNLQFMKNRLQEVLSDKSSLIVLDGLISTDKNQLIELKEMLRGTEKCT	260
                                                                                 *****:* *

Pi5-2(ACJ54698.1)             KIIVTTSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRC	357
OsR498G0917163500.01.P01      KIIVTTSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRC	357
OsMH_09T0175200.3             KIIVTTSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRC	415
BGIOSGA039715-PA              KIIVTTSSEISAELIHTVPPYKLGPLSEGDCSTIFCQRAFGDGHENSSLTEIAKQIVKRC	69
OS09T0327800-00               KIIVTTSSEVSADLIGTVPSYKLHPLSDDDCWGIFCQRAFDNGAGNMDRAEIGRQIVKRC	320
                              *********:**:** *** *** ***:.**  *******.:*  * . :**.:******

Pi5-2(ACJ54698.1)             EGIPAVAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKS	417
OsR498G0917163500.01.P01      EGIPAVAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKS	417
OsMH_09T0175200.3             EGIPAVAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKS	475
BGIOSGA039715-PA              EGIPAVAYSLGSLVRNKNKEAWLYARDKEIWELPTLFPNGFELLASFSEMYICMPSALKS	129
OS09T0327800-00               EGIPMAAYSLGSMMRNKDDNAWLWARDKEIWELPKVFANGFELLAPFSEIYHSMPSALKS	380
                              **** .******::***:.:***:**********.:* ******* ***:* .*******

Pi5-2(ACJ54698.1)             CFAYLSTIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNK	477
OsR498G0917163500.01.P01      CFAYLSTIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNK	477
OsMH_09T0175200.3             CFAYLSTIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNK	535
BGIOSGA039715-PA              CFAYLSTIPKGTIIDREKLIEQWIALDMVGSKHGTLPAYVQGEMFIQQLLSISFLQVRNK	189
OS09T0327800-00               CFSYLSIFPIGFVIDREKLIQQWIALDMVGSKHGALPAYVHGEMFIQELLSLFFLEIQKI	440
                              **:*** :* * :*******:*************:*****:******:***: **:::: 

Pi5-2(ACJ54698.1)             PSATRIRDTNQSKELRIHNLVHD------FAMYVARDDLIILDGGEKASSLRKNIHVFYG	531
OsR498G0917163500.01.P01      PSATRIRDTNQSKELRIHNLVHD------FAMYVARDDLIILDGGEKASSLRKNIHVFYG	531
OsMH_09T0175200.3             PSATRIRDTNQSKELRIHNLVHD------FAMYVARDDLIILDGGEKASSLRKNIHVFYG	589
BGIOSGA039715-PA              PSATRIRDTNQSKELRIHNLVHD------FAMYVARDDLIILDGGEKASSLRKNIHVFYG	243
OS09T0327800-00               PSVVKRPKMIPGCLIAIAVRRKSSRGRRKAGSRRTEKETEESRGGGKR--RKKSMPAFSF	498
                              **..:  .   .  : *    :.       .   :..:     ** *    :*.: .*  



Pi5-2(ACJ54698.1)             VVNND---IGQ--SALRKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVE	586
OsR498G0917163500.01.P01      VVNND---IGQ--SALRKGLLSSARAVHFKN-----------------------------	557
OsMH_09T0175200.3             VVNND---IGQ--SALRKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVE	644
BGIOSGA039715-PA              VVNND---IGQ--SALRKGLLSSARAVHFKNCKSEKLLVEAFSVLNHLRVLDLSGCCIVE	298
OS09T0327800-00               CVNGEDQDDGAGAEDQDDGAGIG-------------------------------------	521
                               **.:    *   .   .*   .                                     

Pi5-2(ACJ54698.1)             LPDFITNLRHLRYLDVSYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYL	646
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             LPDFITNLRHLRYLDVSYSRILSLSTQLTSLSNLEVLDLSETSLELLPSSIGSFEKLKYL	704
BGIOSGA039715-PA              LPDFITNLRHLRYLDVSYSRILSLSTQLTSLSNL--------------------------	332
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             NLQGCDKLVNLPPFVCDLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMP	706
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             NLQGCDKLVNLPPFVCDLKRLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMP	764
BGIOSGA039715-PA              ------------------ERLENLNLSYCYGITMLPPNLWKLHELRILDLSSCTDLQEMP	374
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             YLFGNLASLENLNMSKCSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYI	766
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             YLFGNLASLENLNMSKCSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYI	824
BGIOSGA039715-PA              YLFGNLASLENLNMSKCSKLEQLPESLGDLCYLRSFNLSGCSGLKMLPESLKNLTNLEYI	434
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             NLSNIGESIDFNQI-QQLRHILKKTFFSGDIGGSELQTCEHAADSADSKKEITMDFSANL	825
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             NLSNIGESIDFNQI-QQLRHILKKTFFSGDIGGSELQTCEHAADSADSKKEITMDFSANL	883
BGIOSGA039715-PA              NLSNIGESIDVQFRYNNYRHISQENIFFWRYWRE--------------------------	468
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             HGNITLPPKCSTEEKSGENSERFLSAAVREDSSSTDVSTYVKPVVSSLIGVLRRPTRLDV	885
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             HGNITLPPKCSTEEKSGENSERFLSAAVREDSSSTDVSTYVKPVVSSLIGVLRRPTRLDV	943
BGIOSGA039715-PA              ------------------------------------------------------------	468
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             PAGAMASQVGLAQMPSSNNGKAGPHPTMAAAQTPEIDQPVHKRVRWDDIIDYSRPPNSKP	945
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             PAGAMASQVGLAQMPSSNNGKAGPHPTMAAAQTPEIDQPVHKRVRWDDIIDYSRPPNSKP	1003
BGIOSGA039715-PA              ------------------------------------------------------------	468
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             ARSASLVQSTDLSTPKKSYKKIHSMPVVYSSIPKGSSGGTYLMPAKAIASSYRRYSPQRW	1005
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             ARSASLVQSTDLSTPKKSYKKIHSMPVVYSSIPKGSSGGTYLMPAKAIASSYRRYSPQRW	1063
BGIOSGA039715-PA              ------------------------------------------------------------	468
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             EQHIGYQGTDEDELMVVPPFGEWDQSPTLRKSDFRYEKVFAKLTEEKMSGQRQKPQQV--	1063
OsR498G0917163500.01.P01      ------------------------------------------------------------	557
OsMH_09T0175200.3             EQHIGYQGTDEDELMVVPPFGEWDQSPTLRKSDFRYEKVFAKLTEEKMSGQRQKPQQRKP	1123
BGIOSGA039715-PA              ------------------------------------------------------------	468
OS09T0327800-00               ------------------------------------------------------------	521
                                                                                          

Pi5-2(ACJ54698.1)             -----------------	1063
OsR498G0917163500.01.P01      -----------------	557
OsMH_09T0175200.3             RNERFGAVWHAELLQKR	1140
BGIOSGA039715-PA              -----------------	468
OS09T0327800-00               -----------------	521
                                               



*****Pi54*****

Pi54(AAY33493.1)       ------------------------------------------------------------	0
Pi54(CCD32366.1)       MPHAMGQLINLHTLLGYFVPNNGSSAMSELQSLPDLNRLSLVNLEKVSDTEDARMAKLQE	60
OsMH_11T0383400.1      ------------------------------------------------------------	0
OsZS_11T0402900.1      ------------------------------------------------------------	0
BGIOSGA033651-PA       ------------------------------------------------------------	0
                                                                                   

Pi54(AAY33493.1)       ------------------------------------------------------------	0
Pi54(CCD32366.1)       KEKLETLMLRWNMDAGNASRIDYEVLETLQPSQRPMPHAMGQLINLHTLLGYFVPNNGSS	120
OsMH_11T0383400.1      -----------------MKELQYLNV-LNCYSLTAMPHAMGQLTHLHTLLGYFVPNIGSS	42
OsZS_11T0402900.1      -----------------MKELQYLNV-LNCYSLTAMPHAMGQLTHLHTLLGYFVPNIGSS	42
BGIOSGA033651-PA       ------------------------------------------------------------	0
                                                                                   

Pi54(AAY33493.1)       -MSELQSLPDLNRL--------SLVNLEKVSDTEDARMAKLQEKEKLETLMLRWNMDAGN	51
Pi54(CCD32366.1)       AMSELQSLPDLNRL--------SLVNLEKVSDTEDARMAKLQEKEKLETLMLRWNMDAGN	172
OsMH_11T0383400.1      AMSELQSLLDLNRLWLCLDPNLSLVNLEKVSDTEDARMAKLQEKEKLETLMLRWNMDAGN	102
OsZS_11T0402900.1      AMSELQSLLDLDRLWLCLDPNLSLVNLEKVSDTEDARMAKLQEKEKLETLMLRWNMDAGN	102
BGIOSGA033651-PA       -------------------------------------MAKLQEKEKLETLMLRWNMDAGN	23
                                                            ***********************

Pi54(AAY33493.1)       ASRIDHEVLETLQPSQCLKTLEIVAYEGYVFPSWMTRTEPYLTSLVEIRLVNMRACEKAL	111
Pi54(CCD32366.1)       ASRIDYEVLETLQPSQCLKTLEIVAYEGHVFPSWITSTEPYLTSLVEIRLVNLRSCENAL	232
OsMH_11T0383400.1      ASRIDHEVLETLQPNQCLKTLEIVAYEGHAFPSWITSTEPYLTSLVEIRLE---------	153
OsZS_11T0402900.1      ASRIDHEVLETLQPNQCLKTLEIVAYEGHAFPSWITSTEPYLTSLVEIRLE---------	153
BGIOSGA033651-PA       ASRIDHEVLETLQPNQCLKTLEIVAYEGHAFPSWITSTEPYLTSLVEI------------	71
                       *****:********.*************:.****:* ***********            

Pi54(AAY33493.1)       PPLGILPCLKIAEISGVDNLSSIGDNFYGHNGTFPSLEKLILSYMTSLEVWEQSSRMNLF	171
Pi54(CCD32366.1)       PPLGLLPCLKIVEISRVDNISCIDDNFYGHNGTFPSLEKLILSFMTSLEVWEQSSRMNLF	292
OsMH_11T0383400.1      -----------VEISRVENISCIDDNFYGQNGTFPSLEKLILSFMTSLEVWEQSSRMNLF	202
OsZS_11T0402900.1      -----------VEISRVENISCIDDNFYGQNGTFPSLEKLILSFMTSLEVWEQSSRMNLF	202
BGIOSGA033651-PA       ------------------------------------------------------------	71
                                                                                   

Pi54(AAY33493.1)       PRLAELVIIQCPKLRALHMEFPSIEKLILWMNNKMLYSSKEGMRGVEKSLENLSISFCEE	231
Pi54(CCD32366.1)       PRLAELVIIQCPKLRALHMEFPSIEKLILWMNNKMLYSSKEGLRGVEKSLENLSISFCEE	352
OsMH_11T0383400.1      PRLAELVIIQCPKLRALHMEFPSIEKLILWMNNKMLYSSKEGLRGVEKSLENLSISFCKE	262
OsZS_11T0402900.1      PRLAELVIIQCPKLRALHMEFPSIEKLILWMNNKMLYSSKEGLRGVEKSLENLSISFCKE	262
BGIOSGA033651-PA       -------------------------------------SSKEGLRGVEKSLENLSISFCKE	94
                                                            *****:***************:*

Pi54(AAY33493.1)       LHASSGCEGLQALDRLKKLEICGCHELSCLPQGLQHLSSLTSLKIDNCNKLEILPEWLEN	291
Pi54(CCD32366.1)       LHASSGCEGLQALDRLKKLEICGCHELSCLPQGLQHLSSLASLKIDNCNKLEILPEWLEN	412
OsMH_11T0383400.1      LHASSGCEGLQALDRLKKLEICGCHELSCLPQGLQHLSSLASLKIDNCNKLEILPEWLEN	322
OsZS_11T0402900.1      LHASSGCEGLQALDRLKKLEICGCHELSCLPQGLQHLSSLASLKIDNCNKLEILPEWLEN	322
BGIOSGA033651-PA       LHASSGCEGLQALDRLKKLEICGCHELSCLPQGLQHLSSLASLKIDNCNKLEILPEWLEN	154
                       ****************************************:*******************

Pi54(AAY33493.1)       LPFLQIMCLSGCPILHSIPEGLTCSDIIVEDCPNFKEPS---------------------	330
Pi54(CCD32366.1)       LPFLQIMCLSGCPILHSIPEGLTCSDIIVEYFPNFKEPSGMSSVLCSWKAMFLIFIELFL	472
OsMH_11T0383400.1      LPFLQIMCLSGCPILHSIPEGLTCSDIIVEYCPNFKEPSVLTSQNSQET-----------	371
OsZS_11T0402900.1      LPFLQIMCLSGCPILHSIPEGLTCSDIIVEYCPNFKEPSVLTSQNSQET-----------	371
BGIOSGA033651-PA       LPFLQIMCLSGCPILHSIPEGLTCSDIIVEYCPNFKEPSGMSSVLCSWKAMFLIFIELFL	214
                       ******************************  *******                     

Pi54(AAY33493.1)       --------------------------------------------	330
Pi54(CCD32366.1)       KQLKMNSCSVINTYPLELNWHDMKLFLSTLLTYYCVKNSCTRAN	516
OsMH_11T0383400.1      --------------------------------------------	371
OsZS_11T0402900.1      --------------------------------------------	371
BGIOSGA033651-PA       KQLN----------------------------------------	218
                                                                   



*****Pi64*****

Pi64(BAS74649.1)       ---------------------------------------MAEVVLAGLCLAATPICVKLL	21
OsMH_01T0551300.1      ---------------------------------------MAEVVLAGLHLAARPIFKKLL	21
OsZS_01T0545600.1      MCFSFIVPKHSYLRQLVEIFLSHLLCNTNASGFAAPVLFMAEVVLAGLCLAATPICVKLL	60
BGIOSGA004576-PA       ---------------------------------------MAEVVLAGLHLAARPIFEKLL	21
OS01T0781200-01        ---------------------------------------MAEVVLAGLCLAATPICVKLL	21
                                                              ********* *** **  ***

Pi64(BAS74649.1)       INASTYLGVDMTHELHELETTIIPQFELVIEAAEKGNHRVKLDRWLQELKQAFYNAEDLL	81
OsMH_01T0551300.1      VEASTYLGVDMMCEFHELETTIMPQFELVIEEAEKGNHRAKLDKWLKELKEAFYNAEDLL	81
OsZS_01T0545600.1      INASTYLGVDMTHELHELETTIIPQFELVIEAAEKGNHRVKLDRWLQELKQAFYNAEDLL	120
BGIOSGA004576-PA       AEASTYLGVDMMCEFHELETTIMPQFELVIEAAEKGNHRAKLDKWLQELKEAFYNAEDLL	81
OS01T0781200-01        INASTYLGVDMTHELHELETTIIPQFELVIEAAEKGNHRVKLDRWLQELKQAFYNAEDLL	81
                        :*********  *:*******:******** *******.***:**:***:*********

Pi64(BAS74649.1)       DEHEYNILKCKAKNKDSLAKDSTQVHGSSISNILEQPMHAVSSRMSNLWPEDRKILCQLN	141
OsMH_01T0551300.1      EEHEYNILKHKAKSNGSLGKDSTQAHASSISNILKQPLHAVSSRLSNLRPENRNLLRQLN	141
OsZS_01T0545600.1      DEHEYNILKCKAKNKDSLAKDSTQVHGSSISNILEQPMHAVSSRMSNLWPEDRKILCQLN	180
BGIOSGA004576-PA       EEHEYNILKHKAKSNGSLGKYSTQAHTSSISNILKQPLHAASSRLSNLRPENRKLLRQLN	141
OS01T0781200-01        DEHEYNILKCKAKNKDSLAKDSTQVHGSSISNILEQPMHAVSSRMSNLWPEDRKILCQLN	141
                       :******** ***.:.**.* ***.* *******:**:**.***:*** **:*::* ***

Pi64(BAS74649.1)       ELKTILEKAKEFRELIHIPAGNSLEGPSVPTTIVPVVTSLLPPRVFGRDKDRDRIIHLLT	201
OsMH_01T0551300.1      ELKTILAKAKEFRELLCLPAVNSVLDSIVPIPVVHVATSLLPPRVFGRDMDRDRIIHLLT	201
OsZS_01T0545600.1      ELKTILEKAKEFRELIHIPAGNSLEGPSVPTTIVPVVTSLLPPRVFGRDKDRDRIIHLLT	240
BGIOSGA004576-PA       ELKTILAKAKEFRELLCLPAVNSVPDSIVPIPDVPVATSLLPPRVFGRDMDRDRIIHLLT	201
OS01T0781200-01        ELKTILEKAKEFRELIHIPAGNSLEGPSVPTTIVPVVTSLLPPRVFGRDKDRDRIIHLLT	201
                       ****** ********: :** **: .  **   * *.************ **********

Pi64(BAS74649.1)       KPMATVSSSVGYSGLAIIAHGGAGKSTLAQYVYNDKTVQEHFDVRMWVCISRKLDVHRHT	261
OsMH_01T0551300.1      EPTAAVSSSAGYSGLAIVAHGGAGKSTLAQYVYNDKRVQEHFDVRMWVCISRKLDVRRHT	261
OsZS_01T0545600.1      KPMATVSSSVGYSGLAIIAHGGAGKSTLAQYVYNDKTVQEHFDVRMWVCISRKLDVHRHT	300
BGIOSGA004576-PA       EPTAAVSGSAGYSGLAIVAHGGAGKSTLAQYVYNDKRVQEHFDVRMWVCISRKLDVSRHT	261
OS01T0781200-01        KPMATVSSSVGYSGLAIIAHGGAGKSTLAQYVYNDKTVQEHFDVRMWVCISRKLDVHRHT	261
                       :* *:**.*.*******:****************** ******************* ***

Pi64(BAS74649.1)       REIIESAENGQCPRVDNLDTLQCKLRDILQKSEKFLLVLDDVWFDEFNNETEWDQLLDPL	321
OsMH_01T0551300.1      REIIESATNGECPCVENLDTLQCRLKDILQKSEKLLLVLDDVWFDKFNNETEWDQLLDPL	321
OsZS_01T0545600.1      REIIESAENGQCPRVDNLDTLQCKLRDILQKSEKFLLVLDDVWFDEFNNETEWDQLLDPL	360
BGIOSGA004576-PA       REIIESATNRECPCVENLDTLQCRLKDILQKSEKLLLVLDDVWFDKFNNETEWDQLLDPL	321
OS01T0781200-01        REIIESAENGQCPRVDNLDTLQCKLRDILQKSEKFLLVLDDVWFDEFNNETEWDQLLDPL	321
                       ******* * :** *:*******:*:********:**********:**************

Pi64(BAS74649.1)       VSQKEGSRVLVTSRQDVLPAALRCKDVVRLENMEDTEFLALFKHHAFSGTEIKNPQLRGR	381
OsMH_01T0551300.1      VSLKEGSRVLVTSRQDVLPAALRCKDVVRLEDMEDTEFLALFKHHAFSGTEIQNPQLRGR	381
OsZS_01T0545600.1      VSQKEGSRVLVTSRQDVLPAALRCKDVVRLENMEDTEFLALFKHHAFSGTEIKNPQLRGR	420
BGIOSGA004576-PA       VSLKEGSRVLVTSRQDVLPAALRCKDVVRLEDMEDTEFLALFKHHAFSGTEIQNPQLRGR	381
OS01T0781200-01        VSQKEGSRVLVTSRQDVLPAALRCKDVVRLENMEDTEFLALFKHHAFSGTEIKNPQLRGR	381
                       ** ****************************:********************:*******

Pi64(BAS74649.1)       LEKIAEKIVNRLGHSPLAASTVGSQLSRNKDINLWKSALNIENLSEPMKALLWSYNKLDS	441
OsMH_01T0551300.1      LEKIAEKIVKRLGHSPLAARTVGSQLSRKKDINEWKSALNIETLSEPVKALLWSYNKLDS	441
OsZS_01T0545600.1      LEKIAEKIVNRLGHSPLAASTVGSQLSRNKDINLWKSALNIENLSEPMKALLWSYNKLDS	480
BGIOSGA004576-PA       LEKIAEKIVKRLGHSPLAARTVGSQLSRKKDINVWKSALNIETLSEPVKALLWSYNKLDS	441
OS01T0781200-01        LEKIAEKIVNRLGHSPLAASTVGSQLSRNKDINLWKSALNIENLSEPMKALLWSYNKLDS	441
                       *********:********* ********:**** ********.****:************

Pi64(BAS74649.1)       RLQRCFLYCSLFPKGHKYKIKEMVDLWVAEGLIDSHSPGDKRIEDVGRDYFNEMVSGSFF	501
OsMH_01T0551300.1      RLQRCFLYCSLFPKGHKYKIKEMIDLWVAEGLIDSHSPGDKRIEDVGRDYFNEMVSGSFF	501
OsZS_01T0545600.1      RLQRCFLYCSLFPKGHKYKIKEMVDLWVAEGLIDSHSPGDKRIEDVGRDYFNEMVSGSFF	540
BGIOSGA004576-PA       RLQRCFLYCSLFPKGHKYKIKEMVDLWVAEGLIDSRSPGDKRIEDVGRDYFNEMVSGSFF	501
OS01T0781200-01        RLQRCFLYCSLFPKGHKYKIKEMVDLWVAEGLIDSHSPGDKRIEDVGRDYFNEMVSGSFF	501
                       ***********************:***********:************************

Pi64(BAS74649.1)       QPVSERYMGTWYIMHDLLHDLAESLTKEDCFRLEDDGVKEIPTTVRHLSVRVESMKFHKQ	561
OsMH_01T0551300.1      QPVSERYMGTWYIMHDLLHGLAESLTKEDCFRLEDDGVKEIPTTVRHLSVRVESMKFHKQ	561
OsZS_01T0545600.1      QPVSERYMGTWYIMHDLLHDLAESLTKEDCFRLEDDGVKEIPTTVRHLSVRVESMKFHKQ	600
BGIOSGA004576-PA       QPVSERYMGTWYIMHDLLHGLAESLTKEDCFRLEDDGVKEIPTTVRHLSVRVESMKFHKQ	561
OS01T0781200-01        QPVSERYMGTWYIMHDLLHDLAESLTKEDCFRLEDDGVKEIPTTVRHLSVRVESMKFHKQ	561
                       *******************.****************************************

Pi64(BAS74649.1)       SICKLRYLRTVICIDPLMDNGDDVFNQVLKNLKRLRVLYLSFYNSSRLPECIGELKHLRY	621
OsMH_01T0551300.1      SICNLRYLRTVICIDPLTDDGDDVFNQILKHLKKLRVLYLSFYNSSRLPECIGELKHLRY	621
OsZS_01T0545600.1      SICKLRYLRTVICIDPLMDNGDDVFNQVLKNLKRLRVLYLSFYNSSRLPECIGELKHLRY	660
BGIOSGA004576-PA       SICNLRYLRTVICIDPLTDDGDDVFNQILKHLKKLRVLYLSFYNSSRLPECIGELKHLRY	621
OS01T0781200-01        SICKLRYLRTVICIDPLMDNGDDVFNQVLKNLKRLRVLYLSFYNSSRLPECIGELKHLRY	621
                       ***:************* *:*******:**:**:**************************

Pi64(BAS74649.1)       LNIIKTLISELPRSLCTLYQLQLLQLNKKVKCLPDKLCNLSKLRRLEAFEDRIDELINAA	681
OsMH_01T0551300.1      LNIIRTLISELPRSLCTLYHLQLLQLNKKVKCLPDKLCNLSKLRRLEAFDDRIDELLNAA	681
OsZS_01T0545600.1      LNIIKTLISELPRSLCTLYQLQLLQLNKKVKCLPDKLCNLSKLRRLEAFEDRIDELINAA	720
BGIOSGA004576-PA       LNIIRTLISELPRSLCTLYHLQLLQLNKKVKCLPDKLCNLSKLRRLEAFDDRIDELINAA	681
OS01T0781200-01        LNIIKTLISELPRSLCTLYQLQLLQLNKKVKCLPDKLCNLSKLRRLEAFEDRIDELINAA	681
                       ****:**************:*****************************:******:***

Pi64(BAS74649.1)       LPQIPYIGKLTLLQHIDGFFVQKKKGYELHQLGNMNELGGNLRVMNLENVSGKDEASESK	741
OsMH_01T0551300.1      LPQIPFVGKLTLLQHIDGFFVQKQKGYELQQLGNMNELGGNLRVMNLENVSGKDEATESK	741
OsZS_01T0545600.1      LPQIPYIGKLTLLQHIDGFFVQKKKGYELHQLGNMNELGGNLRVMNLENVSGKDEASESK	780
BGIOSGA004576-PA       LPQIPFIGKLTLLQHIDGFFVQKQKGYELQQLGNMNELGGNLRVMNLENVSGKDEATESK	741
OS01T0781200-01        LPQIPYIGKLTLLQHIDGFFVQKKKGYELHQLGNMNELGGNLRVMNLENVSGKDEASESK	741
                       *****::****************:*****:**************************:***

Pi64(BAS74649.1)       LHQKTHLRGLHLSWNDVYGMDVSHLEILEGLRPPSQLEDLTIEGYKSAMYPSWLLDGSYF	801
OsMH_01T0551300.1      LHQKARLRGLHLSWNDVDGMDVPHLEILEGLRPPSQLDDLTIEGYKSTMYPSWLLDGSYF	801
OsZS_01T0545600.1      LHQKTHLRGLHLSWNDVYGMDVSHLEILEGLRPPSQLEDLTIEGYKSAMYPSWLLDGSYF	840
BGIOSGA004576-PA       LHQKARLRGLHLSWNDVDGMDVSHLEILEGLRPPSQLEDLTIEGYKSAMYPSWLLDGSYF	801
OS01T0781200-01        LHQKTHLRGLHLSWNDVYGMDVSHLEILEGLRPPSQLEDLTIEGYKSAMYPSWLLDGSYF	801
                       ****::*********** **** **************:*********:************

Pi64(BAS74649.1)       ENLESFTLANCCGIGSLPPNTEIFRHCLTLTLENVPNMKTLSFLPEGLTSLSIVGCPLLV	861
OsMH_01T0551300.1      ENLESFMLANCCGLGSLPPNTEIFRHCVRLTLKNVPNMKTLSFLPEGLTSLSIEGCPLLV	861
OsZS_01T0545600.1      ENLESFTLANCCGIGSLPPNTEIFRHCLTLTLENVPNMKTLSFLPEGLTSLSIVGCPLLV	900
BGIOSGA004576-PA       ENLESFTLANCCGLGSLPPNTEIFRHCVRLTLKNVPNMKTLSFLPEGLTSLSIVGCPLLV	861
OS01T0781200-01        ENLESFTLANCCGIGSLPPNTEIFRHCLTLTLENVPNMKTLSFLPEGLTSLSIVGCPLLV	861
                       ****** ******:*************: ***:******************** ******

Pi64(BAS74649.1)       FTTNNDELEHHDYRESITRASNLETQLVLIWEADSDSDIRRTLLSEHSSMKKLTELMDTD	921
OsMH_01T0551300.1      FTTNNNELEHHDYRESITRANNLETQLVLIWEVNSDSDIRSTLSSEHSSMKKLTELMDTG	921
OsZS_01T0545600.1      FTTNNDELEHHDYRESITRASNLETQLVLIWEADSDSDIRRTLLSEHSSMKKLTELMDTD	960
BGIOSGA004576-PA       FTTNDDELEHHDYRESITRANNLETQLVLIWEEDSDSDIRSTLSSEHSSMKKLTELMDTD	921
OS01T0781200-01        FTTNNDELEHHDYRESITRASNLETQLVLIWEADSDSDIRRTLLSEHSSMKKLTELMDTD	921
                       ****::**************.*********** :****** ** ***************.

Pi64(BAS74649.1)       ISGNLQTIESALKIERDEALVKEDIIKVWLCCHEERMRFIYSRKVGLPFVPPSGLCELNL	981
OsMH_01T0551300.1      ISGNLQTIESALEIERDEALVKEDIIKVWLCCHEERMRFIYSRKAGLPLVLPSGLCGLSL	981
OsZS_01T0545600.1      ISGNLQTIESALKIERDEALVKEDIIKVWLCCHEERMRFIYSRKVGLPFVPPSGLCELNL	1020
BGIOSGA004576-PA       ISGNLQTIESALEIERDEALVKEDIIKVWLCCHEERMRFIYSRKAGLPFVPPSGLCKLNL	981
OS01T0781200-01        ISGNLQTIESALKIERDEALVKEDIIKVWLCCHEERMRFIYSRKVGLPFVPPSGLCELNL	981
                       ************:*******************************.***:* ***** *.*

Pi64(BAS74649.1)       FSCSITDGALAICLGGLTSLRNLFLTEIMTLTTLPPEEVLQHLGNLRYLVIRSCWCLRSF	1041
OsMH_01T0551300.1      SSCSITDGALAICLGGLTSLRNLFLTEIMTLTTLPPEEVFQHLGNLRYLVIRSCWCLRSF	1041
OsZS_01T0545600.1      FSCSITDGALAICLGGLTSLRNLFLTEIMTLTTLPPEEVLQHLGNLRYLVIRSCWCLRSF	1080
BGIOSGA004576-PA       SSCSITDGALAICLGGLTSLRNLYLTEIMTLTTLPPEEVLQHLGNLRYLVIRSCWCLRSF	1041
OS01T0781200-01        FSCSITDGALAICLGGLTSLRNLFLTEIMTLTTLPPEEVLQHLGNLRYLVIRSCWCLRSF	1041
                        **********************:***************:********************

Pi64(BAS74649.1)       GGLRSATSLSEIRLFSCPSLQLARGAEFMQMSLEKLCVYNCVLSADFFCGDWPHLDDILL	1101
OsMH_01T0551300.1      GGLRSATSLSEIRLFSCPSLQLARGAEFMPMSLEMLCVYGCVLSADFFCGDWPHLDDILL	1101
OsZS_01T0545600.1      GGLRSATSLSEIRLFSCPSLQLARGAEFMQMSLEKLCVYNCVLSADFFCGDWPHLDDILL	1140
BGIOSGA004576-PA       GGLRSATSLSEIRLFSCPSLQLARGAEFMPMSLEKLCVYSCVLSADFFCGDWPHLDYILL	1101
OS01T0781200-01        GGLRSATSLSEIRLFSCPSLQLARGAEFMQMSLEKLCVYNCVLSADFFCGDWPHLDDILL	1101
                       ***************************** **** ****.**************** ***

Pi64(BAS74649.1)       SGCRSSSSLHVGDLTSLESFSLYHFPDLCTLEGLSSLQLHHVHLIDVPKLTTESISQFRV	1161
OsMH_01T0551300.1      SGCRSSASLYVGDLTSLQSFSLYHLPDLYVLEGLSSLHLHHVHLIDVPRLTTECTSQFRV	1161
OsZS_01T0545600.1      SGCRSSSSLHVGDLTSLESFSLYHFPDLCTLEGLSSLQLHHVHLIDVPKLTTESISQFRV	1200
BGIOSGA004576-PA       SGCRSSASLYVGDLTSLQSFSLYRLPDLYVLEGLSSLHLHHVHLIDVPRLTTECTSQFRV	1161
OS01T0781200-01        SGCRSSSSLHVGDLTSLESFSLYHFPDLCTLEGLSSLQLHHVHLIDVPKLTTESISQFRV	1161
                       ******:**:*******:*****::*** .*******:**********:****. *****

Pi64(BAS74649.1)       QRSLYISSSVMLNHMLSAEGFVVPEFLSLESCKEPSVSFEESANFTSVKCLRLCNCEMRS	1221
OsMH_01T0551300.1      QDSLYISSSVMLNCMLSAEGFKVPEFLSLESCKEPSVSLEESANFTSVKCLRLCNCEMSS	1221
OsZS_01T0545600.1      QRSLYISSSVMLNHMLSAEGFVVPEFLSLESCKEPSVSFEESANFTSVKCLRLCNCEMRS	1260
BGIOSGA004576-PA       QDSLYISSSVMLNCMLSAEGFKVPEFLSLESCKEPSVSLEESANFTSVKCLRLCYCEMSS	1221
OS01T0781200-01        QRSLYISSSVMLNHMLSAEGFVVPEFLSLESCKEPSVSFEESANFTSVKCLRLCNCEMRS	1221
                       * *********** ******* ****************:*************** *** *



Pi64(BAS74649.1)       PPGNMKCLSSLTKLDIYDCPNISSIPDLPSSLQHICIWGCELLKESCRAPEGESWPKIAH	1281
OsMH_01T0551300.1      LPGNMKCLSSLKKLDIYSCPNISSIPDLPSSLQHICIWGCELLKKSCRAPDGESWPKIAH	1281
OsZS_01T0545600.1      PPGNMKCLSSLTKLDIYDCPNISSIPDLPSSLQHICIWGCELLKESCRAPEGESWPKIAH	1320
BGIOSGA004576-PA       LPGNMKCLSSLKKLDIYSCPNISSIPDLPSSLQHICIWGCELLKKSCRAPDGESWPKIAH	1281
OS01T0781200-01        PPGNMKCLSSLTKLDIYDCPNISSIPDLPSSLQHICIWGCELLKESCRAPEGESWPKIAH	1281
                        **********.*****.**************************:*****:*********

Pi64(BAS74649.1)       IRWKEFR	1288
OsMH_01T0551300.1      IRWKEFR	1288
OsZS_01T0545600.1      IRWKEFR	1327
BGIOSGA004576-PA       IRWKEFR	1288
OS01T0781200-01        IRWKEFR	1288
                       *******



*****Pid-2*****

Pid-2(ALU57428.1)             ------------------------------------------------------------	0
OsR498G0612333700.01.P01      ------------------------------------------------------------	0
OsMH_06T0222700.1             MRCLCHGYVLSLDVRNSLLREPKHGSSVQINYGSGFEEKNKGSEIKKQTGNLDKTVEELS	60
OsZS_06T0215200.1             MRCLCHGYVLSLDVRNSLLREPKHGSSVQINYGSGFEEKNKGSEIKKQTGNLDKTVEELS	60
OsIR8_06T0151800.1            MRCLCHGYVLSLDVRNSLLREPKHGSSVQINYGSGFEEKNKGSEIKKQTGNLDKTVEELS	60
BGIOSGA021200-PA              MR---------------FLLNSRLSSSCLVGWSG-----TLNSLCSFLLGNLDKTVEELS	40
OS06T0494100-02               ------------------------------------------------------------	0
OS06T0494100-01               ------------------------------------------------------------	0
                                                                                          

Pid-2(ALU57428.1)             ------------------------------------------MEAHGNRRSSPTYLVMLW	18
OsR498G0612333700.01.P01      ----------------------MQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	38
OsMH_06T0222700.1             NVYRGAQETNRKLYQELFPIQIMQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	120
OsZS_06T0215200.1             NVYRGAQETNRKLYQELFPIQIMQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	120
OsIR8_06T0151800.1            NVYRGAQETNRKLYQELFPIQIMQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	120
BGIOSGA021200-PA              NVYRGAQETNRKLYQELFPIQIMQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	100
OS06T0494100-02               ----------------------MQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	38
OS06T0494100-01               ----------------------MQMCGWLLKVVRWENLNCVHMEAHGNRRSSPTYLVMLW	38
                                                                        ******************

Pid-2(ALU57428.1)             MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	78
OsR498G0612333700.01.P01      MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	98
OsMH_06T0222700.1             MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	180
OsZS_06T0215200.1             MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	180
OsIR8_06T0151800.1            MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	180
BGIOSGA021200-PA              MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	160
OS06T0494100-02               MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	98
OS06T0494100-01               MISVASLLITCRGSIQKQVLFPGFTAAQMDYIDNDGIFLLSNGSVFGFGFVTSNVSDNTF	98
                              ************************************************************

Pid-2(ALU57428.1)             YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	138
OsR498G0612333700.01.P01      YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	158
OsMH_06T0222700.1             YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	240
OsZS_06T0215200.1             YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	240
OsIR8_06T0151800.1            YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	240
BGIOSGA021200-PA              YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	220
OS06T0494100-02               YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	158
OS06T0494100-01               YILAVVHMATTTTVWSANPNSPVTHSDDFFFDKDGNAFLQSGGGSNVWAANISGKGTATS	158
                              ************************************************************

Pid-2(ALU57428.1)             MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	198
OsR498G0612333700.01.P01      MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	218
OsMH_06T0222700.1             MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	300
OsZS_06T0215200.1             MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	300
OsIR8_06T0151800.1            MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	300
BGIOSGA021200-PA              MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	280
OS06T0494100-02               MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	218
OS06T0494100-01               MQLLDSGNLVVLGKDASSPLWQSFSHPTDTLLSGQNFIEGMTLMSKSNTVQNMTYTLQIK	218
                              ************************************************************

Pid-2(ALU57428.1)             SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	258
OsR498G0612333700.01.P01      SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	278
OsMH_06T0222700.1             SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	360
OsZS_06T0215200.1             SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	360
OsIR8_06T0151800.1            SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	360
BGIOSGA021200-PA              SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	340
OS06T0494100-02               SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	278
OS06T0494100-01               SGNMMLYAGFETPQPYWSAQQDSRIIVNKNGDSIYSANLSSASWSFYDQSGSLLSQLVIA	278
                              ************************************************************

Pid-2(ALU57428.1)             QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	318
OsR498G0612333700.01.P01      QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	338
OsMH_06T0222700.1             QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	420
OsZS_06T0215200.1             QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	420
OsIR8_06T0151800.1            QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	420
BGIOSGA021200-PA              QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	400
OS06T0494100-02               QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	338
OS06T0494100-01               QENANATLSAVLGSDGLIAFYMLQGGNGKSKFSITVPADSCDMPAYCSPYTICSSGTGCQ	338
                              ************************************************************



Pid-2(ALU57428.1)             CPLALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	378
OsR498G0612333700.01.P01      CPSALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	398
OsMH_06T0222700.1             CPSALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	480
OsZS_06T0215200.1             CPSALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	480
OsIR8_06T0151800.1            CPSALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	480
BGIOSGA021200-PA              CPSALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGC-------	453
OS06T0494100-02               CPLALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	398
OS06T0494100-01               CPLALGSFANCNPGVTSACKSNEEFPLVQLDSGVGYVGTNFFPPAAKTNLTGCKSACTGN	398
                              ** **************************************************       

Pid-2(ALU57428.1)             CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	438
OsR498G0612333700.01.P01      CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	458
OsMH_06T0222700.1             CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	540
OsZS_06T0215200.1             CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	540
OsIR8_06T0151800.1            CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	540
BGIOSGA021200-PA              -------------NCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	500
OS06T0494100-02               CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	458
OS06T0494100-01               CSCVAVFFDQSSGNCFLFNQIGSLQHKGGNTTRFASFIKVSSRGKGGSDSGSGKHNTIII	458
                                           ***********************************************

Pid-2(ALU57428.1)             VIMLGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	498
OsR498G0612333700.01.P01      VIILGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	518
OsMH_06T0222700.1             VIILGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	600
OsZS_06T0215200.1             VIILGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	600
OsIR8_06T0151800.1            VIILGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	600
BGIOSGA021200-PA              VIILGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAP----------	550
OS06T0494100-02               VIMLGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	518
OS06T0494100-01               VIMLGTLAIIGVLIYIGFWIYKRKRHPPPSQDDAGSSEDDGFLQTISGAPVRFTYRELQD	518
                              **:***********************************************          

Pid-2(ALU57428.1)             ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	558
OsR498G0612333700.01.P01      ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	578
OsMH_06T0222700.1             ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	660
OsZS_06T0215200.1             ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	660
OsIR8_06T0151800.1            ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	660
BGIOSGA021200-PA              ------------------------------------------------------------	550
OS06T0494100-02               ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	578
OS06T0494100-01               ATSNFCNKLGQGGFGSVYLGTLPDGSRIAVKKLEGIGQGKKEFRSEVTIIGSIHHIHLVK	578
                                                                                          

Pid-2(ALU57428.1)             LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	618
OsR498G0612333700.01.P01      LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	638
OsMH_06T0222700.1             LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	720
OsZS_06T0215200.1             LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	720
OsIR8_06T0151800.1            LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	720
BGIOSGA021200-PA              ------------------------------------------------------------	550
OS06T0494100-02               LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	638
OS06T0494100-01               LRGFCTEGPHRLLAYEYMANGSLDKWIFHSKEDDHLLDWDTRFNIALGTAKGLAYLHQDC	638
                                                                                          

Pid-2(ALU57428.1)             DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	678
OsR498G0612333700.01.P01      DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	698
OsMH_06T0222700.1             DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	780
OsZS_06T0215200.1             DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	780
OsIR8_06T0151800.1            DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	780
BGIOSGA021200-PA              ------------------------------------------------------------	550
OS06T0494100-02               DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	698
OS06T0494100-01               DSKIVHCDIKPENVLLDDNFIAKVSDFGLAKLMTREQSHVFTTLRGTRGYLAPEWLTNYA	698
                                                                                          

Pid-2(ALU57428.1)             ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	738
OsR498G0612333700.01.P01      ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	758
OsMH_06T0222700.1             ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	840
OsZS_06T0215200.1             ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	840
OsIR8_06T0151800.1            ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	840
BGIOSGA021200-PA              -----------------------------------------KLEEGDLQDIFDAKLKYND	569
OS06T0494100-02               ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	758
OS06T0494100-01               ISEKSDVYSYGMVLLEIIGGRKSYDPSEISEKAHFPSFAFKKLEEGDLQDIFDAKLKYND	758
                                                                       *******************



Pid-2(ALU57428.1)             KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	798
OsR498G0612333700.01.P01      KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	818
OsMH_06T0222700.1             KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	900
OsZS_06T0215200.1             KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	900
OsIR8_06T0151800.1            KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	900
BGIOSGA021200-PA              KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	629
OS06T0494100-02               KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	818
OS06T0494100-01               KDGRVETAIKVALWCIQDDFYQRPSMSKVVQMLEGVCEVLQPPVSSQIGYRLYANAFKSS	818
                              ************************************************************

Pid-2(ALU57428.1)             SEEGTSSGMSDYNSDALLSAVRLSGPR	825
OsR498G0612333700.01.P01      SEEGTSSGMSDYNSDALLSAVRLSGPR	845
OsMH_06T0222700.1             SEEGTSSGMSDYNSDALLSAVRLSGPR	927
OsZS_06T0215200.1             SEEGTSSGMSDYNSDALLSAVRLSGPR	927
OsIR8_06T0151800.1            SEEGTSSGMSDYNSDALLSAVRLSGPR	927
BGIOSGA021200-PA              SEEGTSSGMSDYNSDALLSAVRLSGPR	656
OS06T0494100-02               SEEGTSSGMSDYNSDALLSAVRLSGPR	845
OS06T0494100-01               SEEGTSSGMSDYNSDALLSAVRLSGPR	845
                              ***************************



*****Pid3*****

Pid3(ACN62383.1)              MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIGEVKGELESIHAFLQAA	60
Pid3-A4(ACN62387.1)           MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
Pi25(AFM35701.1)              MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
OsZS_06T0210600.1             ------------------------------------------------------------	0
OsIR8_06T0148000.1            MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
BGIOSGA021323-PA              MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
OS06T0330100-00               MAEGVVGSLIVKLGDALASEAVEVAKSLLGLEGSALKRLFSEIREVKGELESIHAFLQAA	60
                                                                                          

Pid3(ACN62383.1)              ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
Pid3-A4(ACN62387.1)           ERFKDVDETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
Pi25(AFM35701.1)              ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCRWAHGSRL	120
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
OsZS_06T0210600.1             -----------------------------------------MGMAVALKRMCKMGTWSRL	19
OsIR8_06T0148000.1            ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
BGIOSGA021323-PA              ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
OS06T0330100-00               ERFKDADETTSAFVKQVRSLALSIEDVVDEFTYELGEGDGRMGMAVALKRMCKMGTWSRL	120
                                                                                          

Pid3(ACN62383.1)              AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
Pid3-A4(ACN62387.1)           AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
Pi25(AFM35701.1)              AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
OsZS_06T0210600.1             AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	79
OsIR8_06T0148000.1            AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
BGIOSGA021323-PA              AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSTAGRRSSNWRSDSVLFKREDELVGIEKK	180
OS06T0330100-00               AGNLQDIKVNLKNAAERRIRYDLKGVERGAKSMAGRRSSNWRSDSVLFKREDELVGIEKK	180
                                                                                          

Pid3(ACN62383.1)              RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
Pid3-A4(ACN62387.1)           RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
Pi25(AFM35701.1)              RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
OsZS_06T0210600.1             RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	139
OsIR8_06T0148000.1            RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
BGIOSGA021323-PA              RDLLMKWVKDEEQRRMVVSVWGMGGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
OS06T0330100-00               RDLLMKWVKDEEQRRMVVSVWGMSGIGKTALVANVYNAIKADFDTCAWITVSQSYEADDL	240
                                                                                          

Pid3(ACN62383.1)              LRRTAQEFRKNDRKKDFPVDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
Pid3-A4(ACN62387.1)           LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
Pi25(AFM35701.1)              LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
OsZS_06T0210600.1             LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	198
OsIR8_06T0148000.1            LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKSRWRNTTRGICSVKR-----	295
BGIOSGA021323-PA              LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
OS06T0330100-00               LRRTAQEFRKNDRKKDFPIDVDITNYRGLVETTRSYLENKRYVLVL-DDVWNANVWFDSK	299
                                                                                          

Pid3(ACN62383.1)              DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
Pid3-A4(ACN62387.1)           DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
Pi25(AFM35701.1)              DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
OsZS_06T0210600.1             DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	258
OsIR8_06T0148000.1            ------HFGRMR------------------------------------------------	301
BGIOSGA021323-PA              DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
OS06T0330100-00               DAFEDGNIGRIILTSRNYDVALLAHETHIINLQPLEKHHAWDLFCKEAFWKNEIRNCPPE	359
                                                                                          

Pid3(ACN62383.1)              LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	419
Pid3-A4(ACN62387.1)           LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	419
Pi25(AFM35701.1)              LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIS	419
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	419
OsZS_06T0210600.1             LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	318
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	419
OS06T0330100-00               LQPWANNFVDKCNGLPIAIVCIGRLLSFQGSTYSDWEKVYKNLEMQLTNNSIMDMMNIIL	419
                                                                                          

Pid3(ACN62383.1)              KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
Pid3-A4(ACN62387.1)           KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
Pi25(AFM35701.1)              KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
OsZS_06T0210600.1             KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	378
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
OS06T0330100-00               KISLEDLPHNIKNCFLYCSMFPENYVMKRKSLVRLWVAEGFIEETEHRTLEEVAEHYLTE	479
                                                                                          

Pid3(ACN62383.1)              LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	539
Pid3-A4(ACN62387.1)           LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	539
Pi25(AFM35701.1)              LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	539
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	539
OsZS_06T0210600.1             LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	438
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAREQNFCIVVNHSRSTHLIGEARRLS	539
OS06T0330100-00               LVNRCLLLLVKRNEAGHVHEVQMHDILRVLALSKAHEQNFCIVVNHSRSTHLIGEARRLS	539
                                                                                          

Pid3(ACN62383.1)              IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLHSLPKSVKLLSVLDLTDSSVDRLPKEVFG	599
Pid3-A4(ACN62387.1)           IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLHSLPKSVKLLSVLDLTDSLVDRLPKEVFG	599
Pi25(AFM35701.1)              IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLQSLPKSMKLLSVLDLTDSSVDRLPKEVFG	599
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLQSLPKSMKLLSVLDLTDSSVDRLPKEVFG	599
OsZS_06T0210600.1             IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLQSLPKSMKLLSVLDLTDSSVDRLPKEVFG	498
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLQSLPKSMKLLSVLDLTDSSVDRLPKEVFG	599
OS06T0330100-00               IQRGDFAQLADHAPHLRSLLLFQSSPNVSSLQSLPKSMKLLSVLDLTDSSVDRLPKEVFG	599
                                                                                          

Pid3(ACN62383.1)              LFNLRFLGLRRTKISKLPSSIGRLKNLLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
Pid3-A4(ACN62387.1)           LFNLRFLGLRRTKISKLPSSIGRLKNLLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
Pi25(AFM35701.1)              LFNLRFLGLRRTKISKLPSSIGRLKILLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             LFNLRFLGLRRTKISKLPSSIGRLKILLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
OsZS_06T0210600.1             LFNLRFLGLRRTKISKLPSSIGRLKILLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	558
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              LFNLRFLGLRRTKISKLPSSIGRLKILLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
OS06T0330100-00               LFNLRFLGLRRTKISKLPSSIGRLKILLVLDAWKCKIVKLPLAITKLQKLTHLIVTSKAV	659
                                                                                          

Pid3(ACN62383.1)              VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	719
Pid3-A4(ACN62387.1)           VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	719
Pi25(AFM35701.1)              VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	719
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	719
OsZS_06T0210600.1             VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	618
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              VVSKQFVPSVGVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISKVRSCHCE	719
OS06T0330100-00               VVSKQFVPSFDVPAPLRICSMTTLQTLLLMEASSQMVHHLGSLVELRTFRISK-------	712
                                                                                          

Pid3(ACN62383.1)              QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQGTLSHESLPHFVSVSNL	779
Pid3-A4(ACN62387.1)           QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQGTLSHESLPHFVSVSNL	779
Pi25(AFM35701.1)              QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQGTLSHESLPHFVSVSNL	779
OsR498G0612309600.01.P01      ------------------------------------------------------------	0
OsMH_06T0215800.1             QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQGTLSHESLPHFVSVSNL	779
OsZS_06T0210600.1             QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQAVGKATAL---------	669
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              QLFMAITNMIHLTRLGIQADSSQEVLHLESLKPPPLLQKLFLQGTLSHESLPHFVSVSNL	779
OS06T0330100-00               --------------------------------------KLFLQGTLSHESLPHFVSVSNL	734
                                                                                          

Pid3(ACN62383.1)              NNLTFLRLAGSRIDENAFLNLEGLQQLVKLQLYDAFDGMNIYFHENSFPKLRILKIWGAP	839
Pid3-A4(ACN62387.1)           NNLTFLRLAGSRIDENAFLSLEGLQQLVKLQLYDAFDGMNIYFHENSFPKLRILKIWGAP	839
Pi25(AFM35701.1)              NNLTFLRLAGSRIDENAFLNLEGLQQLVKLQLYDAYDGMNIYFHENSFPKLRILKIWGAP	839
OsR498G0612309600.01.P01      --------------------------------------MNIYFHENSFPKLRILKIWGAP	22
OsMH_06T0215800.1             NNLTFLRLAGSRIDENAFLNLEGLQQLVKLQLYDAYDGMNIYFHENSFPKLRILKIWGAP	839
OsZS_06T0210600.1             ------------------------------------------------------------	669
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              NNLTFLRLAGSRIDENAFLNLEGLQQLVKLQLYDAYDGMNIYFHENSFPKLRILKIWGAP	839
OS06T0330100-00               NNLTFLRLAGSRIDENAFLNLEGLQQLVKLQLYDAYDGMNIYFHENSFPKLRILKIWGAP	794


                                                                                         Pid3(ACN62383.1)              HLNEIKMTKGAVASLTHLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRVRRKKE	899
Pid3-A4(ACN62387.1)           HLNEIKMTKGAMASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRVRQKKE	899
Pi25(AFM35701.1)              HLNEIKMTKGAVASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRIRQKKE	899
OsR498G0612309600.01.P01      HLNEIKMTKGAVASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRIRQKKE	82
OsMH_06T0215800.1             HLNEIKMTKGAVASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRIRQKKE	899
OsZS_06T0210600.1             ------------------------------------------------------------	669
OsIR8_06T0148000.1            ------------------------------------------------------------	301
BGIOSGA021323-PA              HLNEIKMTKGAVASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRIRQKKE	899
OS06T0330100-00               HLNEIKMTKGAVASLTDLKFLLCPNLKQLPCGIEHVRTLEELTLDHTAEELVDRIRQKKE	854
                                                                                          

Pid3(ACN62383.1)              RMICDVQRVYVGFIRNGVLAAERIQ	924
Pid3-A4(ACN62387.1)           QMICDVQRVYVGFIRNGVLAAERIQ	924
Pi25(AFM35701.1)              RMICDVQRVYVGFIRNGVLAAERIQ	924
OsR498G0612309600.01.P01      RMICDVQRVYVGFIRNGVLAAERIQ	107
OsMH_06T0215800.1             RMICDVQRVYVGFIRNGVLAAERIQ	924
OsZS_06T0210600.1             -------------------------	669
OsIR8_06T0148000.1            -------------------------	301
BGIOSGA021323-PA              RMICDVQRVYVGFIRNGVLAAERIQ	924
OS06T0330100-00               RMICDVQRVYVGFIRNGVLAAERIQ	879
                                                       



*****Pik-1*****

Pikm-1(BAG72135.1)            MEAAAMAVTAATGALAPVLVKLAALLDDGECNLLEGSRSDAEFIRSELEAVHSLLTPNIL	60
Pikp-1(ADV58352.1)            MEAAAMAVTAATGALAPVLVKLAALLDDGECNLLEGSRSDAEFIRSELEAVHSLLTPNIL	60
Pi1-5(AEB00617.1)             MEAAAMAVTAATGALAPVLVKLAALLDDGECNLLEGSRSDAEFIRSELEAVHSLLTPNIL	60
Pik1-KA(BAL63005.1)           MEAAAMAVTAATGALAPVLVKLAALLDDGECNLLEGSRSDAEFIRSELEAVHSLLTPNIL	60
OsR498G1120737800.01.P01      ------------------------------------------------------------	0
OsMH_11T0446200.1             MKAAAIAVNAAMGALVPVLAKLTALLEDEVDEH-----CVISIMISQLEPVDSLLQ--GI	53
OsZS_11T0441000.1             ----MAVYSVATGALAPVLSKLSALLGDEHLDLAERTRSDAMFIRSQLEAVHSLLLPRIS	56
OsIR8_11T0228100.1            MEAAAMAVTAATGALAPVLVKLAALLDDGECNLLEGSRSDAEFIRSELKAVHSLLTPNIL	60
BGIOSGA006886-PA              ------------------------------------------------------------	0
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            GRMG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	112
Pikp-1(ADV58352.1)            GRMG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	112
Pi1-5(AEB00617.1)             GRMG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	112
Pik1-KA(BAL63005.1)           GRMG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	112
OsR498G1120737800.01.P01      --MG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	50
OsMH_11T0446200.1             WEMV--DFDALCKDETMAEVRELSYDINDAIDDFWYPRGDGGFNQRSTSSRSPFDELIKT	111
OsZS_11T0441000.1             WGMTGEEVDALCKDELMAEVRELSYDMDDAIDEFFLEEPM------AGGDGGPFDELKTR	110
OsIR8_11T0228100.1            GRMG--DDDAACKDGLIAEVRELSYDLDDAVDDFLELNFE------QRRSASPFGELKAR	112
BGIOSGA006886-PA              --MTGEEVDALCKDELMAEVRELSYDMDDAIDEFFLEEPM------AGGDGGPFDELKTR	52
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            VEERVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAGLVGM----------HK-RKEE	158
Pikp-1(ADV58352.1)            VEEHVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAELVGM----------DK-RMEE	158
Pi1-5(AEB00617.1)             VEERVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAGLVGM----------HK-RKEE	158
Pik1-KA(BAL63005.1)           VEERVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAGLVGM----------HK-RKEE	158
OsR498G1120737800.01.P01      VEEHVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAELVGM----------DK-RMEE	96
OsMH_11T0446200.1             KVEEVSKRLSEKCRRLLE--QQQPSPTID------RRASFVH-HMDESELVGMDN-HREE	161
OsZS_11T0441000.1             VED-VSKRFSDSRRWRPPVEQHQPSLTAATVDCPPPHARFVHNMMDVSELVEMDKLHEKE	169
OsIR8_11T0228100.1            VEERVSNRFS---DWKLPAASLPPSSVHRRAGLPPPDAGLVGM----------DK-RKEE	158
BGIOSGA006886-PA              VED-VSKRFSDSRRWRPQVEQHQPSLTAATVDCPPPHARFVHNMMDVSELVEMDKLHETE	111
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            LIELLEQGSS---DASRWRKRKPHVPLRIMGGE--------------------MQKIVFK	195
Pikp-1(ADV58352.1)            LTKLLEQGSN---DASRWRKRKPHFPLRKTG-L--------------------KQKIVIK	194
Pi1-5(AEB00617.1)             LIELLEQGSS---DASRWRKRKPHVPLRIMGGE--------------------MQKIVFK	195
Pik1-KA(BAL63005.1)           LIELLEQGSS---DASRWRKRKPHVPLRIMGGE--------------------MQKIVFK	195
OsR498G1120737800.01.P01      LTKLLEQGSN---DASRWRKRKPHFPLRKTG-L--------------------KQKIVIK	132
OsMH_11T0446200.1             LIKLLEQGADTNKDASRWRIATPWLDERVTIYSLMQGSGIRTGTSEFRRISPISRIIVIK	221
OsZS_11T0441000.1             LIKLLEQGADTSIYASRWRIATPWHD------K--------------------EQSIVVK	203
OsIR8_11T0228100.1            LIELLEQGSS---DASRWRKRKPHVPLRIMGGE--------------------MQKIVFK	195
BGIOSGA006886-PA              LIKLLEQGADTSIYASRWRIATPWHD------K--------------------EQSIVVK	145
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            IPMVDDKSR-TKAMS-LVASTVGVHSVAIAGDLRDQV---VVVGDGIDSINLVSALRKKV	250
Pikp-1(ADV58352.1)            VAMEGNNCR-SKAMA-LVASTGGVDSVALVGDLRDKI---EVVGYGIDPIKLISALRKKV	249
Pi1-5(AEB00617.1)             IPMVDDKSR-TKAMS-LVASTVGVHSVAIAGDLRDDV---VVVGDGIDSINLVSALRKKV	250
Pik1-KA(BAL63005.1)           IPMVDDKSR-TKAMS-LVASTVGVHSVAIAGDLRDEV---VVVGDGIDSINLVSALRKKV	250
OsR498G1120737800.01.P01      VAMEGNNCR-SKAMA-LVKSTGGVYSVALAGDLRDKIVEIVVVGYGIDPIKLISALRKKV	190
OsMH_11T0446200.1             MPRRCKKCT-----SVVLQSMSKVGEVCS-VNFDEINCTVEVVSEGMDIAMLMSPLRRFY	275
OsZS_11T0441000.1             VPEKRSDDMNDDALHWAVSLSHGVPS----GGTSGDCSRLQLDGEGANIRKLLSTLRNKV	259
OsIR8_11T0228100.1            IPMVDDKSR-TKAMS-LVASTVGVHSVAIAGDLRDEV---VVVGDGIDSINLVSALRKKV	250
BGIOSGA006886-PA              VPEKRRDDMNDDALHWAVSSLHGVPS----GGTSGDCSRLQLDGEGANIRKLLSTLRNKV	201
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            GPAMFLEVSQVKE-DVKEITAMLAPVKSICEFHEVKTICILGLPGGGKTTIARVLYHALG	309
Pikp-1(ADV58352.1)            GDAELLQVSQANK-DVKETTPMLAPVKSICEFHKVKTVCILGLPGGGKTTVARELYDALG	308
Pi1-5(AEB00617.1)             GPAMFLEVSQVKE-DVKEITAMLAPVKSICEFHEVKTICILGLPGGGKTTIARVLYHALG	309
Pik1-KA(BAL63005.1)           GHAELLQVSQVKE-DVKEITAMLAPVKSICEFHEVKTICILGLPGGGKTTIARVLYHALG	309
OsR498G1120737800.01.P01      GHAELLQVSQANK-DVKETTPMLAPVKSICEFHKVKTVCILGLPGGGKTTVARELYDALG	249
OsMH_11T0446200.1             PSEGLEEVSSEEEEEEVEEREMHAASNAIREFCEVKTVCILGLPGGGKTTLAKLLYHSLR	335
OsZS_11T0441000.1             GHAQLVQVEDKRK-RVEEA-------TKPCEFHEVKTICILGLPGAGKTTLAKLLYSHHS	311
OsIR8_11T0228100.1            DPAMFLEVSQAKE-DVKEITAMLAPVKSICEFHEVKTICILGLPGGGKTTIARVLYHALG	309
BGIOSGA006886-PA              GHAQLVQVEDKRK-RVEEA-------TKPCEFHEVKTICILGLPGAGKTTLAKLLYSHHS	253
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          



Pikm-1(BAG72135.1)            ---TQFQCRVFASISPSS-SPSPNLTETLADIFAQAQLGVTDTLSTPYGGSGTGRALQQH	365
Pikp-1(ADV58352.1)            ---THFPCRVFVSVSPSS-SPSPNLTKTLADIFAQAQLGVTDTLSTSYGGSGTGRALQQH	364
Pi1-5(AEB00617.1)             ---TQFQCRVFASISPSS-SPSPNLTETLADIFAQAQLGVTDTLSTPYGGSGTGRALQQH	365
Pik1-KA(BAL63005.1)           ---TQFQCRVFASISPSS-SPSPNLTETLADIFAQAQLGVTDTLSTPYGGSGTGRALQQH	365
OsR498G1120737800.01.P01      ---THFPCRVFVSVSPSS-SPSPNLTKTLADIFAQAQLGVTDTLSTPYGGSGTGRALQQH	305
OsMH_11T0446200.1             ---ERFQCIALASLHPSATTPNPNVTEILTEIFTGVGLT-------TSCG-ETGTPDRQY	384
OsZS_11T0441000.1             TTEQQFQHRAFVSLSPG-----ANLTDTLTDILLQ--VGAYNDDATPYCGT--GTPHQQY	362
OsIR8_11T0228100.1            ---TQFQCRVFASISPSS-SPSPNLTETLADIFAQAQLGVTDTLSTPYGGSGTGRALQQH	365
BGIOSGA006886-PA              TTEQQFQHRAFVSLSPG-----ANLTDTLTDILLQ--VGAYNDDATPYCGT--GTPHQQY	304
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	425
Pikp-1(ADV58352.1)            LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	424
Pi1-5(AEB00617.1)             LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	425
Pik1-KA(BAL63005.1)           LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	425
OsR498G1120737800.01.P01      LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	365
OsMH_11T0446200.1             LIDKISTFLVNKKYLIVIDDIWRWEEWEIIRKSIPKNDLGSRIIMTTRLNSIAEKCRTDD	444
OsZS_11T0441000.1             LIDNISAYLIGKKYLIIIDDVWRWEEWEVIRKSIPKNDLGSRIIMTTRLNSIAEKCRNDD	422
OsIR8_11T0228100.1            LIDNISAFLLNKKYLIVIDDIWHWEEWEVIRKSIPKNDLGGRIIMTTRLNSIAEKCHTDD	425
BGIOSGA006886-PA              LIDNISAYLIGKKYLIIIDDVWRWEEWEVIRKSIPKNDLGSRIIMTTRLNSIAEKCRNDD	364
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            NDVFVYEVGDLDNNDAWSLSWGIATKSGAGNRI--GTGEDNSCYDIVNMCYGMPLALIWL	483
Pikp-1(ADV58352.1)            NDVFVYEVGDLDNNDALSLSWGIATKSGAGNRI--GTGEDNPCYDIVNMCYGMPLALIWL	482
Pi1-5(AEB00617.1)             NDVFVYEVGDLDNNDAWSLSWGIATKSGAGNRI--GTGEDNSCYDIVNMCYGMPLALIWL	483
Pik1-KA(BAL63005.1)           NDVFVYEVGDLDNNDALSLSWGIATKSGAGNRI--GTGEDNPCYDIVNMCYGMPLALIWL	483
OsR498G1120737800.01.P01      NDVFVYEVGDLDNNDALSLSWGIATKSGAGNRI--GTGEDNPCYDIVNMCYGMPLALIWL	423
OsMH_11T0446200.1             NDAFVYEIVGLDNMDALQLSKKIVRNSLTQNSPETLEHEDNPCHDIVKMCSGMLLALICM	504
OsZS_11T0441000.1             MDAFVYETEALDYVDAWLLCDKVARK-----SV--TCMNINPCYDIVDMCYGMPLALIRV	475
OsIR8_11T0228100.1            NDVFVYEVGDLDNNDALSLSWGIATKSGAGNRI--GTGEDNPCYDIVNMCYGMPLALIWL	483
BGIOSGA006886-PA              MDAFVYETEALDYVDAWLLCDKVARK-----SV--TCMNINPCYDIVDVCYGMPLALIRV	417
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            SSALVGEIEELGGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	543
Pikp-1(ADV58352.1)            SSALVGEIEELGGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	542
Pi1-5(AEB00617.1)             SSALVGEIEELGGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	543
Pik1-KA(BAL63005.1)           SSALVGEIEELRGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	543
OsR498G1120737800.01.P01      SSALVGEIEELGGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	483
OsMH_11T0446200.1             SSALAKEREALGGNELQKWRALRHIEDGILHIPSLKPLAGSLSLGYLHLPIHLRTFLLYC	564
OsZS_11T0441000.1             SSALAEEIQALDSDERQIWRALRRVEDGILDIPSLKPLAESLCLGYDHLPLYLRTLLLCC	535
OsIR8_11T0228100.1            SSALVGEIEELGGAEVKKCRDLRHIEDGILDIPSLQPLAESLCLGYNHLPLYLRTLLLYC	543
BGIOSGA006886-PA              SSALAEEIQALDSDEWQIWRALRRVEDGILDIPSLKPLAESLCLGYDHLPLYLRTLLLCC	477
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELINRGWITQHGDNNSYNYYEIH	601
Pikp-1(ADV58352.1)            SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELINRGWITQHGDNNSYNYYEIH	600
Pi1-5(AEB00617.1)             SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELINRGWITQHGDNNSYNYYEIH	601
Pik1-KA(BAL63005.1)           SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELINRGWITQHGDNNSYNYYEIH	601
OsR498G1120737800.01.P01      SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELIDRGWITQHGDNNSYNYYEIH	541
OsMH_11T0446200.1             SVYYWDD--RIERGRLVMRWIAERFASGERTAEYYFDELVDREWIKHTRD----GNYKIH	618
OsZS_11T0441000.1             SVYHWLDGGIVQRGRLVTRWIAEGFVSEEKAAEGYFDELVGRGWMKHRE----LNEYEIH	591
OsIR8_11T0228100.1            SAYHWSN--RIERGRLVRRWIAEGFVSEEKEAEGYFGELINRGWITQHGDNNSYNYYEIH	601
BGIOSGA006886-PA              SVYHWLDGGIVQRGRLVTRWIAEGFVSEEKAAEGYFDELVDRGWIKHRG----WNEYEIY	533
OS11T0688832-00               ------------------------------------------------------------	0
                                                                                          

Pikm-1(BAG72135.1)            PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	655
Pikp-1(ADV58352.1)            PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	654
Pi1-5(AEB00617.1)             PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	655
Pik1-KA(BAL63005.1)           PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	655
OsR498G1120737800.01.P01      PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	595
OsMH_11T0446200.1             PMMLAFLRCKSKEYNFVTCLGEGSDTAST-------SSRRIRRLSLQRGYPVDCFSSSNS	671
OsZS_11T0441000.1             PMMLAILRYKSKEYNFVTCLGTGSDTCTSASLSYSSPTMAIRRLCLQRGYPMKCFSS---	648
OsIR8_11T0228100.1            PVMLAFLRCKSKEYNFLTCLGLGSDTSTSAS-----SPRLIRRLSLQGGYPVDCLSS-MS	655
BGIOSGA006886-PA              PMMLAILRYKSKEYNFVTCLGTGFDTCTSASLSYSSPTMAIRRLCLQRGYPMKCFSS---	590
OS11T0688832-00               -------------------------------------TMAIRRLCLQRGYPMKCFSS---	20
                                                                      ****.** ***:.*:**   



Pikm-1(BAG72135.1)            MDVSHTCSLVVLGDVARPKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	713
Pikp-1(ADV58352.1)            MDVSHTCSLVVLGDVARPKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	712
Pi1-5(AEB00617.1)             MDVSHTCSLVVLGDVARPKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	713
Pik1-KA(BAL63005.1)           MDVSHTCSLVVLGDVARPKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	713
OsR498G1120737800.01.P01      MDVSHTCSLVVLGDVARSKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	653
OsMH_11T0446200.1             MDVSHTRSLVVRGNM---TGIPFNMFERLRVLDLEENEDIKDSHLQEICECEALRLSLRY	728
OsZS_11T0441000.1             MDVSHTRSLVILGDV---IGVPLDMFKRLRVLDLEDNLDIDDSHLKKICEQLESLRLLKY	705
OsIR8_11T0228100.1            MDVSHTCSLVVLGDVARPKGIPFYMFKRLRVLDLEDNKDIQDSHLQGICEQLSL--RVRY	713
BGIOSGA006886-PA              MDVSHTRSLVILGDV---IGVPLDMFKRLRVLDLEDNIGIEDSHLKKICEQLESLRLLKY	647
OS11T0688832-00               MDVSHTRSLVILGDV---IGVPLDMFKRLRVLDLEDNIGIEDSHLKKICEQLESLRLLKY	77
                              ****** ***: *::    *:*: **:********:* .*.****: ***       ::*

Pikm-1(BAG72135.1)            LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	773
Pikp-1(ADV58352.1)            LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	772
Pi1-5(AEB00617.1)             LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	773
Pik1-KA(BAL63005.1)           LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	773
OsR498G1120737800.01.P01      LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	713
OsMH_11T0446200.1             LGLTGTQISKLPREIRKLKNLEILYVGFTQIEELPEEIGKLKHLETLDVRNTM-------	781
OsZS_11T0441000.1             LGIKGTRITKLPQEIQKLKHLEILYVRSTGIKELPREIGELKQLRTLDMRNTRISELPSQ	765
OsIR8_11T0228100.1            LGLKGTRIRKLPQEMRKLKHLEILYVGSTRISELPQEIGELKHLRILDVRNTDITELPLQ	773
BGIOSGA006886-PA              LGLKGTRITKLPQEIQKLKHLEILYVRSTGIKELPREIGEVKQLRTLDVRNTRISELPSQ	707
OS11T0688832-00               LGLKGTRITKLPQEIQKLKQLEILYVRSTGIEELPWEIGELKQLRTLDVRNTRISELPSQ	137
                              **:.**:* ***:*::***:******  * *.*** ***::*:*. **:***        

Pikm-1(BAG72135.1)            IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQTLDV	831
Pikp-1(ADV58352.1)            IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQTLDV	830
Pi1-5(AEB00617.1)             IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQTLDV	831
Pik1-KA(BAL63005.1)           IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQTLDV	831
OsR498G1120737800.01.P01      IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQILDV	771
OsMH_11T0446200.1             ------------------ISVLPPQIGKLHNLKTMCLRNTSGSKVPQKLGKLKHLETLDV	823
OsZS_11T0441000.1             IGELKHLRTLDVSNNMWNISELPSQIGELKHLQTLDVRNTSVRELPSQIGELKHLRTLDV	825
OsIR8_11T0228100.1            IRELQHLHTLDVRNT--PISELPPQVGKLQNLKIMCVRSTGVRELPKEIGELNHLQTLDV	831
BGIOSGA006886-PA              IGELKHLRTLDVRNT--RISELLSQIGELKHLRTLDVRNTRISELPSQIGELKHLRTLDR	765
OS11T0688832-00               IGELKHLRTLDVS-NMWNISELPSQIGELKHLQTLDVRNTSVRELPSQIGELKHLRTLDV	196
                                                ** *  *:*:*::*: : :*.*   ::*.::*:*:**. ** 

Pikm-1(BAG72135.1)            RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	891
Pikp-1(ADV58352.1)            RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	890
Pi1-5(AEB00617.1)             RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	891
Pik1-KA(BAL63005.1)           RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	891
OsR498G1120737800.01.P01      RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	831
OsMH_11T0446200.1             RNTMIRELPWRFGLISESLRVLAGESDEEVRMPVGVRQALEEGN----IRHASRVLSIAI	879
OsZS_11T0441000.1             RNTGVRELPWQAGQISGSLHVHTDDSDEGMRLPEGVCEDLIKGIPKAELAKCSEVLSINI	885
OsIR8_11T0228100.1            RNTRVRELPWQAGQISQSLRVLAGDSGDGVRLPEGVCEALINGIPGATRAKCREVLSIAI	891
BGIOSGA006886-PA              ARYQYFYIFFFFF-----------------------------------------------	778
OS11T0688832-00               RNTGVRELPWQAGQISGSLHVHTDDSDEGMRLPEGVCEDLIKGIPKAELAKCSEVLSINI	256
                               .     : :                                                  

Pikm-1(BAG72135.1)            IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	950
Pikp-1(ADV58352.1)            IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	949
Pi1-5(AEB00617.1)             IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	950
Pik1-KA(BAL63005.1)           IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	950
OsR498G1120737800.01.P01      IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	890
OsMH_11T0446200.1             LDRFGPPLVGIFKVPGRYMHIPKLIKEKFQVLSCLDIRLCNKLEDDDQQFLA-EMPNLRT	938
OsZS_11T0441000.1             VDRLGSPPIGIFKVIGLHKSIPKLIKDHFNVLSSLDIRRYNKLEEDDHEFLANNMPNLQM	945
OsIR8_11T0228100.1            IDRFGPPLVGIFKVPGSHMRIPKMIKDHFRVLSCLDIRLCHKLEDDDQKFLA-EMPNLQT	950
BGIOSGA006886-PA              ------------------------------------------------------------	778
OS11T0688832-00               VDRLGSPPIGIFKVIGLHKSIPKLIKDHFNVLSSLDIRRYNKLEEDDHEFLANNMPNLQM	316
                                                                                          

Pikm-1(BAG72135.1)            LVLRFEALPRQPITINGTGFQMLESFRVDSRVPRIAFHEDAMPNLKLLEFKFYAGPASND	1010
Pikp-1(ADV58352.1)            LVLRFEALPRQPITINGTGFQMLESFRVDSRVPRIAFHEDAMPNLKLLEFKFYAGPASND	1009
Pi1-5(AEB00617.1)             LVLRFEALPRQPITINGTGFQMLESFRVDSRVPRIAFHEDAMPNLKLLEFKFYAGPASND	1010
Pik1-KA(BAL63005.1)           LVLRFEALPRQPITINGTGFQMLESFRVDSRLPRIAFHEDAMPNLKLLEFKFYAGPASND	1010
OsR498G1120737800.01.P01      LVLRFEALPRQPITINGTGFQMLESFRVDSRVPRIAFHEDAMPNLKLLEFKFYAGPASND	950
OsMH_11T0446200.1             LVLRFEALPRELLRIKGTGFQMLENLRIDSRVPRITFEEKAMPNLKHLEFKFYAGPASND	998
OsZS_11T0441000.1             LVLRFEAPQREPIIINRTGFQMMERFLVESRVPRLTFQEGAMPKLKHLEFKFYAGPPSKD	1005
OsIR8_11T0228100.1            LVLRFEALPRQPITINGTGFQMLESFRVDSRVPRIAFHEDAMPNLKLLEFKFYAGPASND	1010
BGIOSGA006886-PA              ------------------------------------------------------------	778
OS11T0688832-00               LVLRFEAPQREPIIINRTGFQMLERFLVESRVPRITFQEGAMPKLKHLEFKFYAGPPSKD	376
                                                                                          



Pikm-1(BAG72135.1)            AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1070
Pikp-1(ADV58352.1)            AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1069
Pi1-5(AEB00617.1)             AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1070
Pik1-KA(BAL63005.1)           AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1070
OsR498G1120737800.01.P01      AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1010
OsMH_11T0446200.1             PIGITNLERLEKVVFRCSKRYNIDGKGISAAIGVIMEEARKHSNRIRLCINVEGKKEIF-	1057
OsZS_11T0441000.1             PIGITHLKSLQKVVFRCSKWYKSDNPGIKAAIDVVKKEARQHPNRPISLLITEGDKEVPN	1065
OsIR8_11T0228100.1            AIGITNLKSLQKVVFRCSPWYKSDAPGISATIDVVKKEAEEHPNRPITLLINAGYKEIST	1070
BGIOSGA006886-PA              ------------------------------------------------------------	778
OS11T0688832-00               PIGITHLKSLQKVVFRCSKWYKSDNPGIKA------------------------------	406
                                                                                          

Pikm-1(BAG72135.1)            -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1127
Pikp-1(ADV58352.1)            -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1126
Pi1-5(AEB00617.1)             -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1127
Pik1-KA(BAL63005.1)           -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1127
OsR498G1120737800.01.P01      -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1067
OsMH_11T0446200.1             IELRNSGQNIADSSGTTRGVETEPERHHTLPADRVDYKKKGILHDSNYASCSRMSEIEEE	1117
OsZS_11T0441000.1             IEAHGSSENIVVVHAAPD--D-----------------------AISCSSCGRTSTSIQE	1100
OsIR8_11T0228100.1            -ESHGSSENIAGSSGIDT--EPAQAQHDNLPAVRDDYKGKGILLDGRCPTCGRATKIEEE	1127
BGIOSGA006886-PA              ------------------------------------------------------------	778
OS11T0688832-00               ------------------------------------------------------------	406
                                                                                          

Pikm-1(BAG72135.1)            T--QDRVADIEIQTETTS--------	1143
Pikp-1(ADV58352.1)            T--QDRVADIEIQTETTS--------	1142
Pi1-5(AEB00617.1)             T--QDRVADIEIQTETTS--------	1143
Pik1-KA(BAL63005.1)           T--QDRVADIEIQTETTS--------	1143
OsR498G1120737800.01.P01      T--QDRVADIEIQTETTS--------	1083
OsMH_11T0446200.1             PQESSSY-------------------	1124
OsZS_11T0441000.1             GTVRDRIPAMDLFWPEFNSYEKAKRN	1126
OsIR8_11T0228100.1            T--QDRVADIEIQTETTS--------	1143
BGIOSGA006886-PA              --------------------------	778
OS11T0688832-00               --------------------------	406
                                                        



*****Pik-2*****

Pikm-2(BAG72136.1)            MELVVGASEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASMQAFLRDLSNVPEG	60
Pikp-2(ADV58351.1)            MELVVGASEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASMQAFLRDLSNVPEG	60
Pi1-6(AEB00618.1)             MELVVGASEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASMQAFLRDLSNVPEG	60
Pik2-KA(BAL63006.1)           MELVVGASEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASMQAFLRDLSNVPEG	60
OsR498G1120737900.01.P01      MELVVGVSEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASMQAFLRDLSNVPEG	60
OsZS_11T0441100.1             MELVVGASEATMRSLLGKLGNLLAQEYALISGVRGDIQYINDELASMQAFLRDLSVLPEG	60
BGIOSGA038808-PA              MELVVGASEATMKSLLGKLGNLLAQEYALISGIRGDIQYINDELASM-------------	47
                              ******.*****:*******************:**************             

Pikm-2(BAG72136.1)            HSHGHRMKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKWSFLLTKIYELWTWWPRRV	120
Pikp-2(ADV58351.1)            HSHGHRMKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKWSFLLTKIYELWTWWPRRV	120
Pi1-6(AEB00618.1)             HSHGHRMKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKWSFLLTKIYELWTWWPRRV	120
Pik2-KA(BAL63006.1)           HSHGHRMKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKWSFLLTKIYELWTWWPRRV	120
OsR498G1120737900.01.P01      HSHGHRMKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKWSFLLTKIYELWTWWPRRV	120
OsZS_11T0441100.1             HYHDNRRKDWMKQIRDIAYDVEDCIDDFAHRLPQDSISDAKCSFLVTKMYELLTWWPRRD	120
BGIOSGA038808-PA              ------------------------------------------------------------	47
                                                                                          

Pikm-2(BAG72136.1)            IASNIAQLKVRAQQIADRRSRYGVNNPEH-LDSSSSARTRAVNYEIAEYQVTSPQIIGIK	179
Pikp-2(ADV58351.1)            IASNIAQLKVRAQQIADRRSRYGVNNPEH-LDSSSSARTRAVNYEIAEYQVTSPQIIGIK	179
Pi1-6(AEB00618.1)             IASNIAQLKVRAQQIADRRSRYGVNNPEH-LDSSSSARTRAVNYEIAEYQVTSPQIIGIK	179
Pik2-KA(BAL63006.1)           IASNIAQLKVRAQQIADRRSRYGVNNPEH-LDSSSSARTRAVNYEIAEYQVTSPQIIGIK	179
OsR498G1120737900.01.P01      IASNIAQLKVRAQQIADRRSRYGVNNPEH-LDSSSSARTRAVNYEIAEYQVTSPQIIGIK	179
OsZS_11T0441100.1             IASRIAELKVRAQQIADRRNRYGVNNPELHCDSSNRPRARSAAQDIAEYQVTKLQIIGIK	180
BGIOSGA038808-PA              ------------------------------------------------------------	47
                                                                                          

Pikm-2(BAG72136.1)            EPVGMKTVMEELEVWLTNPQAENGQAVLSIVGFGGVGKTTIATALYRKVSEKFQCRASVA	239
Pikp-2(ADV58351.1)            EPVGMKTVMEELEVWLTNPQAENGQAVLSIVGFGGVGKTTIATALYRKVSDKFQCRASVA	239
Pi1-6(AEB00618.1)             EPVGMKTVMEELEVWLTNPQAENGQAVLSIVGFGGVGKTTIATALYRKVSEKFQCRASVA	239
Pik2-KA(BAL63006.1)           EPVGMKTVMEELEVWLTNPQAENGQAVLSIVGFGGVGKTTIATALYRKVSEKFQCRASVA	239
OsR498G1120737900.01.P01      EPVGMKTVMEELEVWLTNPQAENGQAVLSIVGFGGVGKTTIATALYRKVSDKFQCRASVA	239
OsZS_11T0441100.1             EPVGMKTVMEDLEKWLTEPQPDNGRAVLSIVGFGGVGKTTIAMALYRKVSGKFGCRASVA	240
BGIOSGA038808-PA              ------------------------------------------------------------	47
                                                                                          

Pikm-2(BAG72136.1)            VSQNYDQGKVLNSILSQVSNQEQGSSTTISEKKNLTSGAKSMLK-----TALSLLRGNCI	294
Pikp-2(ADV58351.1)            VSQNYDQGKVLNSILSQVSNQEQGSSTTISEKKNLTSGAKSMLK-----TALSLLRGNCI	294
Pi1-6(AEB00618.1)             VSQNYDQGKVLNSILSQVSNQEQGSSTTISEKKNLTSGAKSMLK-----TALSLLRGNCI	294
Pik2-KA(BAL63006.1)           VSQNYDQGKVLNSILSQVSNQEQGSSTTISEKKNLTSGAKSMLK-----TALSLLRGNCI	294
OsR498G1120737900.01.P01      VSQNYDQGKVLNSILSQVSNQEQGSSTTISEKKNLTSGAKSMLK-----TALSLLRGNCI	294
OsZS_11T0441100.1             VSQNYDQDAVLRSILNQVSNQEEAGSSTESSRDTTASREENTAEPGTKSTFIKLKKAP--	298
BGIOSGA038808-PA              ------------------------------------------------------------	47
                                                                                          

Pikm-2(BAG72136.1)            CQPENDGNPDNTPIRLQETTDDDQNPRKLEQLLAEKSYILLIDDIWSAETWESIRSI--L	352
Pikp-2(ADV58351.1)            CQPENDGNPDNTPIRLQETTDDDQNPRKLEQLLAEKSYILLIDDIWSAETWESIRSI--L	352
Pi1-6(AEB00618.1)             CQPENDGNPDNTPIRLQETTDDDQNPRKLEQLLAEKSYILLIDDIWSAETWESIRSI--L	352
Pik2-KA(BAL63006.1)           CQPENDGNPDNTPIRLQETTDDDQNPRKLEQLLAEKSYILLIDDIWSAETWESIRSI--L	352
OsR498G1120737900.01.P01      CQPENDGNPDNTPIRLQETTDDDQNPRKLEQLLAEKSYILLIDDIWSAETWESIRSI--L	352
OsZS_11T0441100.1             SLSLLGRNDDKTPVSQQETMGYVQLRQELKRRLGEKRYILLIDDIWSAKTWLDVVIPFLP	358
BGIOSGA038808-PA              ------------------------------------------------------------	47
                                                                                          

Pikm-2(BAG72136.1)            PKNNKGGRIIVTTRFQAVGSTCSPLE------------TDRLHTVDFLTDDESQNLFNTS	400
Pikp-2(ADV58351.1)            PKNNKGGRIIVTTRFQAVGSTCSPLE------------TDRLHTVDFLTDDESQNLFNTS	400
Pi1-6(AEB00618.1)             PKNNKGGRIIVTTRFQAVGSTCSPLE------------TDRLHTVDFLTDDESQNLFNTS	400
Pik2-KA(BAL63006.1)           PKNNKGGRIIVTTRFQAVGSTCSPLE------------TDRLHTVDFLTDDESQNLFNTS	400
OsR498G1120737900.01.P01      PKNNKGGRIIVTTRFQAVGSTCSPLE------------TDRLHTVDFLTDDESQNLFNTS	400
OsZS_11T0441100.1             DEANNNSRIIVTTRFHAVGSTCSPGHKNVEATSSPRPGNNRVHTVDFLSDDESQNLFNAS	418
BGIOSGA038808-PA              --------------------QAFLRD------------LSNVPEVDFLTDDESQNLFNTS	75
                                                   .   .             ..:  ****:*********:*

Pikm-2(BAG72136.1)            ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVSMAGLVACNPRKACCDWSKLCKSLFPE	460
Pikp-2(ADV58351.1)            ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVTMAGLVACNPRKACCDWSKLCKSLFPE	460
Pi1-6(AEB00618.1)             ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVSMAGLVACNPRKACCDWSKLCKSLFPE	460
Pik2-KA(BAL63006.1)           ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVSMAGLVACNPRKACCDWSKLCKSLFPE	460
OsR498G1120737900.01.P01      ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVTMAGLVACNPRKACCDWSKLCKSLFPE	460
OsZS_11T0441100.1             IPDSMKSAD-------RDKELSSICGGLPLTIVTMAGLVACNPNKTDCDWRKLCESLFPD	471
BGIOSGA038808-PA              ICESKIRKDSNKVDEQVPEEIWKICGGLPLAIVTMAGLVACNPRKACCDWSKLCKSLFPE	135
                              * :*    *         :*: .*******:**:*********.*: *** ***:****:



Pikm-2(BAG72136.1)            QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	520
Pikp-2(ADV58351.1)            QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	520
Pi1-6(AEB00618.1)             QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	520
Pik2-KA(BAL63006.1)           QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	520
OsR498G1120737900.01.P01      QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	520
OsZS_11T0441100.1             PVTTLNLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLARRWIAEGFATEKQ	531
BGIOSGA038808-PA              QETPLTLDGVTRILDCCYNDLPADLKTCLLYLSIFPKGWKISRKRLSRRWIAEGFANEKQ	195
                                * *.****************************************:*********.***

Pikm-2(BAG72136.1)            GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	580
Pikp-2(ADV58351.1)            GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	580
Pi1-6(AEB00618.1)             GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	580
Pik2-KA(BAL63006.1)           GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	580
OsR498G1120737900.01.P01      GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	580
OsZS_11T0441100.1             GLTEEEVAETYFNQLTRRNLIRPVEHGSNGKVKSFQVHDMVLEYIMSKSIEENFITVVGG	591
BGIOSGA038808-PA              GLTQERVAEAYFNQLTRRNLVRPMEHGSNGKVKTFQVHDMVLEYIMSKSIEENFITVVGG	255
                              ***:*.***:**********:**:*********:**************************

Pikm-2(BAG72136.1)            HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHVPFHSFNYGIIQVL	640
Pikp-2(ADV58351.1)            HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHMPFHSFNYGIIQVL	640
Pi1-6(AEB00618.1)             HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHVPFHSFNYGIIQVL	640
Pik2-KA(BAL63006.1)           HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHVPFHSFNYGIIQVL	640
OsR498G1120737900.01.P01      HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHVPFHSFNYGIIQVL	640
OsZS_11T0441100.1             QWQVTAPSNKVRRLSMQSSGSKNGNSTKGLNLAQVRSLTVFGNLNHVPFRSFNYGIIHVL	651
BGIOSGA038808-PA              HWQMTAPSNKVRRLSMQSSGSNRGSSTKGLNLAQVRSLTVFGNLNHVPFHSFNYGIIQVL	315
                              :**:*****************:.*.*********************:**:*******:**

Pikm-2(BAG72136.1)            DLEDWKGLKERHMTEICQMLLLKYLSIRRTEISKIPSKIQKLEYLETLDIRETYVRDLPK	700
Pikp-2(ADV58351.1)            DLEDWKGLKERHMTEICQMLLLKYLSIRRTEISKIPSKIQKLEYLETLDIRETYVRDLPK	700
Pi1-6(AEB00618.1)             DLEDWKGLKERHMTEICQMLLLKYLSIRRTEISKIPSKIQKLEYLETLDIRETYVRDLPK	700
Pik2-KA(BAL63006.1)           DLEDWKGLKERHMTEICQMLLLKYLSIRRTEISKIPSKIQKLEYLETLDIRETYVRDLPK	700
OsR498G1120737900.01.P01      DLEDWKGLKERHMTEICQMLLLKYLSIRRTEISKIPSKIQKLEYLETLDIRETYVRDLPK	700
OsZS_11T0441100.1             DLEGWKGLKGRHMKEICQMLVLKYLSIRRTEIAKIPSKIEKLEYLETLDIRETNVKELPK	711
BGIOSGA038808-PA              DLEDWKGLKERHMTEICQMLLLKYLSLRRTDIAKIPSKIEKLEYLESLDIRETYVRDLPK	375
                              ***.***** ***.******:*****:***:*:******:******:****** *::***

Pikm-2(BAG72136.1)            SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQEKGKGAM	760
Pikp-2(ADV58351.1)            SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQEKGKGAM	760
Pi1-6(AEB00618.1)             SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQVKGKGAM	760
Pik2-KA(BAL63006.1)           SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQEKGKGAM	760
OsR498G1120737900.01.P01      SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQEKGKGAM	760
OsZS_11T0441100.1             SVGQLKRINSILGGNKNTRKGLRLPQEKRNKAMKNPSPQGKTKEPAKKGFLSQEKAKGTM	771
BGIOSGA038808-PA              SIVQLKRIISILGGNKNTRKGLRLPQEKSKKPIKNPSPQGKTKEPAKKGFLSQEKGKGAM	435
                              *: ***** ******************* :* :******************** *.**:*

Pikm-2(BAG72136.1)            KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	820
Pikp-2(ADV58351.1)            KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	820
Pi1-6(AEB00618.1)             KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	820
Pik2-KA(BAL63006.1)           KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	820
OsR498G1120737900.01.P01      KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	820
OsZS_11T0441100.1             KSLRVLSGIEIVDESAAVAASLHQLTGLRKLAIYKLKISEENDTFKELLSSIEYLGSCGL	831
BGIOSGA038808-PA              KALRVLSGIEIVEESSEVAAGLHQLTGLRKLAIYKLNITKGGDTFKQLQSSIEYLGSCGL	495
                              *:**********:**: ***.***************:*:: .****:* ***********

Pikm-2(BAG72136.1)            QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKLTISVTVL	878
Pikp-2(ADV58351.1)            QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKLTISVTVL	878
Pi1-6(AEB00618.1)             QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKLTISVTVL	878
Pik2-KA(BAL63006.1)           QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKLTISVTVL	878
OsR498G1120737900.01.P01      QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKLTISVTVL	878
OsZS_11T0441100.1             QTLAINDENSKFINSLPLHYMSAPPRYLVSLELSGKLDWLPVWITSITTLNKLTISITVL	891
BGIOSGA038808-PA              QTLAINDENSEFINSL--GDMPAPPRYLVALELSGKLEKLPKWITSITTLNKANHICNSS	553
                              **********:*****    * *******:*******: ** ********** .   .  

Pikm-2(BAG72136.1)            RTETLEILHILPSLFSLTFAFSLSAAKQDQDIIKDILENNKLDSDGEIVIPAEGFKSLKL	938
Pikp-2(ADV58351.1)            RTETLEILHILPSLFSLTFAFSLSAAKQDQDIIKDILENNKLDSDGEIVIPAEGFKSLKL	938
Pi1-6(AEB00618.1)             RTETLEILHILPSLFSLTFAFSLSAAKQDQDIIKDILENNKLDSDGEIVIPAEGFKSLKL	938
Pik2-KA(BAL63006.1)           RTETLEILHILPSLFSLTFAFSLSAAKQDQDIIKDILENNKLDSDGEIVIPAEGFKSLKL	938
OsR498G1120737900.01.P01      RTETLEILHILPSLFSLTFAFSLSAAKQDQDIIKDILENNKLDSDGEIVIPAEGFKSLKL	938
OsZS_11T0441100.1             TTKTLEILCNLPSLFSLTFAFSLSAAKQDQDTVKGILEDNKLATDGEIVIPAKEFKSLKL	951
BGIOSGA038808-PA              ------------------------------------------------------------	553
                                                                                          



Pikm-2(BAG72136.1)            LRFFAPLVPKLSFLDKNAMPALEIIEMRFKDFEGLFGIEILENLREVHLKVSDGAEAITK	998
Pikp-2(ADV58351.1)            LRFFAPLVPKLSFLDKNAMPALEIIEMRFKDFEGLFGIEILENLREVHLKVSDGAEAITK	998
Pi1-6(AEB00618.1)             LRFFAPLVPKLSFLDKNAMPALEIIEMRFKDFEGLFGIEILENLREVHLKVSDGAEAITK	998
Pik2-KA(BAL63006.1)           LRFFAPLVPKLSFLDKNAMPALEIIEMRFKDFEGLFGIEILENLREVHLKVSDGAEAITK	998
OsR498G1120737900.01.P01      LRFFAPLVPKLSFLDKNAMPALEIIEMRFKDFEGLFGIEILENLREVHLKVSDGAEAITK	998
OsZS_11T0441100.1             LRFFAPFVPKLSFPDKSAMPALEIIEMRFQEFEGLFGIEILENLREVHLKVSDGAEAITK	1011
BGIOSGA038808-PA              ------------------------------------------------------------	553
                                                                                          

Pikm-2(BAG72136.1)            FLVNDLKVNTEKPKVFVDGIVTA	1021
Pikp-2(ADV58351.1)            FLVNDLKVNTEKPKVFVDGIVTA	1021
Pi1-6(AEB00618.1)             FLVNDLKVNTEKPKVFVDGIVTA	1021
Pik2-KA(BAL63006.1)           FLVNDLKVNTEKPKVFVDGIVTA	1021
OsR498G1120737900.01.P01      FLVNDLKDNTEKPKVFVDGIVTA	1021
OsZS_11T0441100.1             FLVSDLKDNTEKPKVFVDGIVTA	1034
BGIOSGA038808-PA              -----------------------	553
                                                     



*****Pit*****

Pit(BAH20864.1)               -----------------------MGTVLDALAWKFLEKLGQLIEDEV------------I	25
OsR498G0100178200.01.P01      -----------------------MGTVLYALAWKFLEKLGQLIEDEV------------I	25
OsZS_12T0125300.1             --------------------------MAESVVFGILCKIGSILGSHLTQALVSHLGKEVS	34
OsIR8_01T0031400.1            MQNLLFQASPIGEIQWESVGSSTMGTVLYALAWKFLEKLGQLIEDEV------------I	48
BGIOSGA002391-PA              -----------------------MGTVLYALAWKFLEKLGQLIEDEV------------I	25
                                                        :  ::.: :* *:*.:: ..:             

Pit(BAH20864.1)               MTLSVKRGIESLKKNLEFFNAVHEDAEALAMEDPGIDSWWKNMRDVMFDVDDIVDLFMVH	85
OsR498G0100178200.01.P01      MTLSVKRGIESLKKNLEFFNAVHEDAEALAMEDPGIDSWWKNMRDVMFDVDDIVDLFMVH	85
OsZS_12T0125300.1             VLIEVESIVKQIRSEFRLMQSFLQDGQEKESSSRQAETFLQEVQQIAFEVEDILDEFVYY	94
OsIR8_01T0031400.1            MTLSVKRGIESLKKNLEFFNAVHEDAEALAMEDPGIDSWWKNMRDVMFDVDDIVDLFMVH	108
BGIOSGA002391-PA              MTLSVKRGIESLKKNLEFFNAVHEDAEALAMEDPGIDSWWKNMRDVMFDVDDIVDLFMVH	85
                              : :.*:  ::.::.::.::::. :*.:    ..   ::: :::::: *:*:**:* *: :

Pit(BAH20864.1)               SQKLLLPPRPVCCNQPLFSSFAKFSF---DHMIAKRIDNINEKFEEIKMNKEMFGLERTN	142
OsR498G0100178200.01.P01      SQKLLLPPRPVCCNQPLFSSFAKFSF---DHMIAKRIDNINEKFEEIKMNKEMFGLERTN	142
OsZS_12T0125300.1             FGRKETPSVEL------LKNFRKSESVMPLRRIAAELKEVQNRLQNIRNLKLQYNIDLSE	148
OsIR8_01T0031400.1            SQKLLLPPRPVCCNQPLFSSFAKFSF---DHMIAKRIDNINEKFEEIKMNKEMFGLERTN	165
BGIOSGA002391-PA              SQKLLLPPRPVCCNQPLFSSFAKFSF---DHMIAKRIDNINEKFEEIKMNKEMFGLERTN	142
                                :   *   :      :..* * .     : ** .:.::::::::*:  *  :.:: ::

Pit(BAH20864.1)               GQQIQITIVDRSQTSPVDELEVVGEDIRRAIDDIVKMIVSSNYNESRSTVFGIQGMGGIG	202
OsR498G0100178200.01.P01      RQQIQITIVDRSQTSPVDELEVVGEDIRRAIDDMVKMIVSSNYNESRSTVFGIQGMGGIG	202
OsZS_12T0125300.1             ESASSIRYEDSK-GHTLHHI-MHNKKLVGFVNERQKLQELLMANERSCSIISIWGMGGSG	206
OsIR8_01T0031400.1            RQQIQITIVDRSQTSPVDELEVVGEDIRRAIDDMVKMIVSSNYNESRSTVFGIQGMGGIG	225
BGIOSGA002391-PA              RQQIQITIVDRSQTSPVDELEVVGEDIRRAIDDMVKMIVSSNYNESRSTVFGIQGMGGIG	202
                               .  .*   * .    :..: : .:.:   :::  *:      **  .:::.* **** *

Pit(BAH20864.1)               KTTLAQKIYNEQRIREKFQVHIWLCISQNYTETSLLKQAIRMAGG-ICDQ---LETKTEL	258
OsR498G0100178200.01.P01      KTTLAQKIYNEQRIREKFQVHIWLCISQNYTETSLLKQAIRMAGG-ICDQ---LETKTEL	258
OsZS_12T0125300.1             KTTLVKTVSESKTSKNRFDCQIWVTVSQTYDITEIMRKIIQCALKDTCSADLGSMSSEGV	266
OsIR8_01T0031400.1            KTTLAQKIYNEQRIREKFQVHIWLCISQNYTETSLLKQAIRMAGG-ICDQ---LETKTEL	281
BGIOSGA002391-PA              KTTLAQKIYNEQRIREKFQVHIWLCISQNYTETSLLKQAIRMAGG-ICDQ---LETKTEL	258
                              ****.:.: :.:  :::*: :**: :**.*  *.:::: *: *    *.      :.  :

Pit(BAH20864.1)               LPLLVDTIRGKSVFLVLDDVWKSDVWIDLLRLPFLRGLNSHILVTSRNLDVLVEMHATYT	318
OsR498G0100178200.01.P01      LPLLVDTIRGKSVFLVLDDVWKSDVWIDLLRLPFLRGLNSHILVTSRNLDVLVEMHATYT	318
OsZS_12T0125300.1             VLMLQETLQGRTYMMVLDDVWDTNVWFSLEGFLDESSIRSKVVITTRINDVASLAEDKRR	326
OsIR8_01T0031400.1            LPLLVDTIRGKSVFLVLDDVWKSDVWIDLLRLPFLRGLNSHILVTSRNLDVLVEMHATYT	341
BGIOSGA002391-PA              LPLLVDTIRGKSVFLVLDDVWKSDVWIDLLRLPFLRGLNSHILVTSRNLDVLVEMHATYT	318
                              : :* :*::*:: ::******.::**:.*  :    .:.*::::*:*  **    . .  

Pit(BAH20864.1)               HKVNKMNDCDGLELLMKMSLGP---YEQSREFSGVGYQIVKKCDGLPLAIKVVAGVLSTK	375
OsR498G0100178200.01.P01      HKVNKMNDCDGLELLMKMSLGP---YEQSREFSGVGYQIVKKCDGLPLAIKVVAGVLSTK	375
OsZS_12T0125300.1             LQLRGLDEAESWDLFCMWAFRHGEDQTCPPAMDRVARQIVGRCEGLPLAITAVGNLLSFK	386
OsIR8_01T0031400.1            HKVNKMNDCDGLELLMKMSLGP---YEQSREFSGVGYQIVKKCDGLPLAIKVVAGVLSTK	398
BGIOSGA002391-PA              HKVNKMNDCDGLELLMKMSLGP---YEQSREFSGVGYQIVKKCDGLPLAIKVVAGVLSTK	375
                               ::. :::.:. :*:   ::           :. *. *** :*:******..*..:** *

Pit(BAH20864.1)               RT-RAEWESIR-DSKWSIHGLPRELG-----GPLYLSYSNLPPELKQCFLWCALLPSNFV	428
OsR498G0100178200.01.P01      RT-RAEWESIR-DSKWSIHGLPRELG-----GPLYLSYSNLPPELKQCFLWCALLPSNFV	428
OsZS_12T0125300.1             RLDLMEWEKFYNQLNWELHNRLDNQGLSMVTRLLDLSYKHLPVHLKNCFLLCSIFPEDYM	446
OsIR8_01T0031400.1            RT-RAEWESIR-DSKWSIHGLPRELG-----GPLYLSYSNLPPELKQCFLWCALLPSNFV	451
BGIOSGA002391-PA              RT-RAEWESIR-DSKWSIHGLPRELG-----GPLYLSYSNLPPELKQCFLWCALLPSNFV	428
                              *    ***.:  : :*.:*.   : *       * ***.:** .**:*** *:::*.:::

Pit(BAH20864.1)               IRRDAVAYWWVAEGFVTEVHGYSIHEVAEEYYHELIRRNLLQPRP--EFVDKGESTMHDL	486
OsR498G0100178200.01.P01      IRRDAVAYWWVAEGFVTEVHGYSIHEVAEEYYHELIRRNLLQPRP--EFVDKGESTMHDL	486
OsZS_12T0125300.1             IRGKRLCKLLVVEGLVEPRKNMTLEEIAMEYIEKLVDRCLLQVARRNKLGRVWELQMHDI	506
OsIR8_01T0031400.1            IRRDAVAYWWVAEGFVTEVHGYSIHEVAEEYYHELIRRNLLQPRP--EFVDKGESTMHDL	509
BGIOSGA002391-PA              IRRDAVAYWWVAEGFVTEVHGYSIHEVAEEYYHELIRRNLLQPRP--EFVDKGESTMHDL	486
                              ** . :.   *.**:*   :. ::.*:* ** .:*: * ***     ::    *  ***:

Pit(BAH20864.1)               LRSLGQFLTKDHSIFMNMEYSK-AL--PNLRHLCISNDVEEIPAIEKQKCLRSLLVFDNK	543
OsR498G0100178200.01.P01      LRSLGQFLTKDHSIFMNMEYSK-AL--PNLRHLCISNDVEEIPAIEKQKCLRSLLVFDNK	543
OsZS_12T0125300.1             IRELAISISEKEGFCMIHNKAQRSVVECEPRRLSIHENSVRVQLSINASRVRSFYQFDID	566
OsIR8_01T0031400.1            LRSLGQFLTKDHSIFMNMEYSK-AL--PNLRHLCISNDVEEIPAIEKQKCLRSLLVFDNK	566
BGIOSGA002391-PA              LRSLGQFLTKDHSIFMNMEYSK-AL--PNLRHLCISNDVEEIPAIEKQKCLRSLLVFDNK	543
                              :*.*.  :::...: *  : :: ::   : *:*.* ::  .:    : . :**:  ** .



Pit(BAH20864.1)               NFM-KINKDIFRELKHIRVLVLSGTSIQIIPESVGNFLLLRLLDLSYTKIQKLPESIGKL	602
OsR498G0100178200.01.P01      NFM-KINKDIFRELKHIRVLVLSGTSIQIIPESVGNFLLLRLLDLSYTKIQKLPESIGKL	602
OsZS_12T0125300.1             CSSVSKVQWVSRTARYLKVLELGSVPIRKLPRDIGNLFNLHYLGLRRTKIKLLPE-----	621
OsIR8_01T0031400.1            NFM-KINKDIFRELKHIRVLVLSGTSIQIIPESVGNFLLLRLLDLSYTKIQKLPESIGKL	625
BGIOSGA002391-PA              NFM-KINKDIFRELKHIRVLVLSGTSIQIIPESVGNFLLLRLLDLSYTKIQKLPESIGKL	602
                                  .  : : *  ::::** *... *: :*..:**:: *: *.*  ***: ***     

Pit(BAH20864.1)               TSLEYLSLHGCIHLDSLPDSLMRLSNISFLELEQTAIDHVPKGVAKLQQLYNLRGVFDSG	662
OsR498G0100178200.01.P01      TSLEYLSLHGCIHLDSLPDSLMRLSNISFLELEQTAIDHVPKGVAKLQQLYNLRGVFDSG	662
OsZS_12T0125300.1             -------------------SIDRLQNLRTLDIFLTEIASLPRGVTRLRMLRHLIAGKAVA	662
OsIR8_01T0031400.1            TSLEYLSLHGCIHLDSLPDSLMRLSNISFLELEQTAIDHFPKGVAKLQQLYNLRGVFDSG	685
BGIOSGA002391-PA              TSLEYLSLHGCIHLDSLPDSLMRLSNISFLELEQTAIDHFPKGVAKLQQLYNLRGVFDSG	662
                                                 *: **.*:  *::  * *  .*:**::*: * :* .    .

Pit(BAH20864.1)               TGFRLDEL----------------QCLSN----------------IQRLRIVKLEKAAPG	690
OsR498G0100178200.01.P01      TGFRLDEL----------------QCLSN----------------IQRLRIVKLEKAAPG	690
OsZS_12T0125300.1             SYFGLEDVFTGVKVPNGLWRSLDLNVLTGISASSNLVEQLASFTQLTALKLTDVKNIHYT	722
OsIR8_01T0031400.1            TGFRLDEL----------------QCLSN----------------IQRLRIVKLEKAAPG	713
BGIOSGA002391-PA              TGFRLDEL----------------QCLSN----------------IQRLRIVKLEKAAPG	690
                              : * *:::                : *:.                :  *::..:::    

Pit(BAH20864.1)               GSFV-LKNCLHLRELWLGCTIGGHDK-TYYQTNEIERIQQVYELLIPSPSLLYIFLVGFP	748
OsR498G0100178200.01.P01      GSFV-LKNCLHLRELWLGCTIGGHDK-TYYQANEIERIQQVYELLIPSPSLLYIFLVGFP	748
OsZS_12T0125300.1             KLFASIRKMQLLKNLL----IGTANSDEYVSLEALDPAPQNLEILFVKGRLLLI---CAR	775
OsIR8_01T0031400.1            GSFV-LKNCLHLRELWLGCTIGGHDK-TYYQANEIERIQQVYELLIPSPSLLYIFLVGFP	771
BGIOSGA002391-PA              GSFV-LKNCLHLRELWLGCTIGGHDK-TYYQANEIERIQQVYELLIPSPSLLYIFLVGFP	748
                                *. :::   *::*     **  :.  * . : ::   *  *:*: .  ** *      

Pit(BAH20864.1)               GVRFPDWLCSEPERKMP---------------------NLGHMHLNDCTSCSVLPPAGQM	787
OsR498G0100178200.01.P01      GVRFPDWLCSEPERKMP---------------------NLGHMHLNDCTSCSVLPPAGQM	787
OsZS_12T0125300.1             QANLAFWEVKEGLKRTFRNDSIEDIYIHRNAYSGLRSGKSSLLDLHDRVICSDLFEANRL	835
OsIR8_01T0031400.1            GVRFPDWLCSEPERKMP---------------------NLGHMHLNDCTSCSVLPPAGQM	810
BGIOSGA002391-PA              GVRFPDWLCSEPERKMP---------------------NLGHMHLNDCTSCSVLPPAGQM	787
                               ..:  *  .*  ::                       : . :.*:* . ** *  *.::

Pit(BAH20864.1)               PELLVFKIKGAD-------AIVNMG-AELLG-----KGVNSAKHITIFPKLELLLITNMS	834
OsR498G0100178200.01.P01      PELLVFKIKGAD-------AIVNMG-AELLG-----KGVNSAKHITIFPKLELLLITNMS	834
OsZS_12T0125300.1             TLM-ELTLENSRLSIDPLPSLSNFCNLTLLGLFNHYIGETLLFQAEWFPKLHTLTLAELQ	894
OsIR8_01T0031400.1            PELLVFKIKGAD-------AIVNMG-AELLG-----KGVNSAKHITIFPKLELLLITNMS	857
BGIOSGA002391-PA              PELLVFKIKGAD-------AIVNMG-AELLG-----KGVNSAKHITIFPKLELLLITNMS	834
                                :  :.::.:        :: *:    ***      * .   :   ****. * ::::.

Pit(BAH20864.1)               NLESWSLNTWNLCGKSEQLVLMPCLKRLFLNDCPKLRALPEDLHRIANLRRIHIEGAHTL	894
OsR498G0100178200.01.P01      NLESWSLNTWNLCGKSEQLVLMPCLKRLFLNDCPKLRALPEDLHRIANLRRIHIEGAHTL	894
OsZS_12T0125300.1             NVSSIVIEK----------HSMPNLYNFALICLTNLEDLPEGMEFLGSVEELSLVGVHQK	944
OsIR8_01T0031400.1            NLESWSLNTWNLCGKSEQLVLMPCLKRLFLNDCPKLRALPEDLHRIANLRRIHIEGAHTL	917
BGIOSGA002391-PA              NLESWSLNTWNLCGKSEQLVLMPCLKRLFLNDCPKLRALPEDLHRIANLRRIHIEGAHTL	894
                              *:.*  ::.            ** * .: *    :*. ***.:. :..:..: : *.*  

Pit(BAH20864.1)               ----------QEVDNLPSVLWLKVKNNRCLRRISNLCNLKDLLAQDCPALYQAENLISLK	944
OsR498G0100178200.01.P01      ----------QEVDNLPSVLWLKVKNNRCLRRISNLCNLKDLLAQDCPALYQAENLISLK	944
OsZS_12T0125300.1             FMEHVQGSSNIKVKHIPVVDYFDQTKGRWD---------------------------RLS	977
OsIR8_01T0031400.1            ----------QEVDNLPSVLWLKVKNNRCLRRISNLCNLKDLLAQDCPALYQAENLISLK	967
BGIOSGA002391-PA              ----------QEVDNLPSVLWLKVKNNRCLRRISNLCNLKDLLAQDCPALYQAENLISLK	944
                                         :*.::* * ::. .:.*                              *.

Pit(BAH20864.1)               RLYMVDCHNAKQFRMSLLEDQQLAVHVVTVGADGRDIFPDESLYN	989
OsR498G0100178200.01.P01      RLYMVDCHNAKQFRMSLLEDQQLAVHVVTVGADGRDIFPDESLYN	989
OsZS_12T0125300.1             PLYFEGTKN------------------------------------	986
OsIR8_01T0031400.1            RLYMVDCHNAKQFRMSLLEDQQLAVHVVTVGADGRDIFPDESLYN	1012
BGIOSGA002391-PA              RLYMVDCHNAKQFRMSLLEDQQLAVHVVTVGADGRDIFPDESLYN	989
                               **: . :*                                    



*****SasRGA4*****

SasRGA4(BAK39922.1)           MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
OsR498G1119642600.01.P01      MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
OsMH_11T0104500.1             MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
OsZS_11T0111700.1             MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
OsIR8_11T0072900.1            MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
BGIOSGA034263-PA              MEAALLSGFIKAILPRLFSLVDDKHKLHKGVKGDIDFLIKELRMIVGAIDDDLSLDHPAA	60
OS11T0225100-01               MEAALLSGFIKAILPRLFSLVNDKLNLHKGVKGDIDFLIKELRMIVGAIDDDLSVEHGAA	60
                              *********************:** :****************************::* **

SasRGA4(BAK39922.1)           AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
OsR498G1119642600.01.P01      AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
OsMH_11T0104500.1             AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
OsZS_11T0111700.1             AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
OsIR8_11T0072900.1            AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
BGIOSGA034263-PA              AAVQTLCMEDLREL--AHGI---EDCIDGVLYRAARDQQQSPVRRAVQAPKKLQRNLQLA	115
OS11T0225100-01               AAAAAVSPSNRSLLKVEDGGRASERIHQGHPAE-----ALLPRQRQAQSAQGRQGRHRFP	115
                              **. ::. .:   *   .*    *   :*   .        * :* .*: :  * . :: 

SasRGA4(BAK39922.1)           QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
OsR498G1119642600.01.P01      QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
OsMH_11T0104500.1             QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
OsZS_11T0111700.1             QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
OsIR8_11T0072900.1            QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
BGIOSGA034263-PA              QQ-----LQRLKRMAAEAN---QRKQRYTAAAPGQHGQV-YSSAAAQVDEPWPSCSSASD	166
OS11T0225100-01               HQGAPHDRRRHRRRPLRRTWRRRRRRRRTDAMHGGPPRARPRHRGLHRRRPVPRRQGA--	173
                              :*      :* :*   . .   :*::* * *  *   :.     . :  .* *  ..*  

SasRGA4(BAK39922.1)           PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
OsR498G1119642600.01.P01      PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
OsMH_11T0104500.1             PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
OsZS_11T0111700.1             PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
OsIR8_11T0072900.1            PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
BGIOSGA034263-PA              PRIHEADLVGVDADREELLEQLAERQPEQLKVIAIVGFCGLGKTALAAEAYNRETGGGRF	226
OS11T0225100-01               ---------------AALFVASPPHGPGNQEVATDKPASGPGVA-----AAEEDGGGGEP	213
                                               *:     : * : :* :    .* * :     * :.: ***. 

SasRGA4(BAK39922.1)           ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
OsR498G1119642600.01.P01      ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
OsMH_11T0104500.1             ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
OsZS_11T0111700.1             ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
OsIR8_11T0072900.1            ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
BGIOSGA034263-PA              ERHAWVCAGHRSAREVLGELLRRLDADGRSFHGDSDAGQLCVDIRQQLEKNRYFIVIDDI	286
OS11T0225100-01               AEAEVHGGGARSTR---SGLLIGCGAGG--------------------------------	238
                               .     .* **:*   . **   .*.*                                

SasRGA4(BAK39922.1)           QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
OsR498G1119642600.01.P01      QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
OsMH_11T0104500.1             QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
OsZS_11T0111700.1             QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
OsIR8_11T0072900.1            QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
BGIOSGA034263-PA              QTEDQWKSIKSAFPTDKDIGSRIVVTTTIQSVANACCSANGYLHKMSRLDKNCSKQLLSK	346
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
OsR498G1119642600.01.P01      KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
OsMH_11T0104500.1             KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
OsZS_11T0111700.1             KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
OsIR8_11T0072900.1            KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
BGIOSGA034263-PA              KACPERYSHYKQPDSAAILKKCDGQPLALVTIGEFLQANGWPTGPNCEDLCNRLHYHLEN	406
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
OsR498G1119642600.01.P01      DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
OsMH_11T0104500.1             DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
OsZS_11T0111700.1             DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
OsIR8_11T0072900.1            DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
BGIOSGA034263-PA              DKTLERMWRVLVRNYTSLPGHALKACLLYFGMFPSDHPIRRKSLLRRWLAEGFVEPLSSS	466
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          



SasRGA4(BAK39922.1)           SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
OsR498G1119642600.01.P01      SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
OsMH_11T0104500.1             SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
OsZS_11T0111700.1             SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
OsIR8_11T0072900.1            SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
BGIOSGA034263-PA              SNIDSTAAFNVLMDRNIIEPINVSNNDKVKTCQTYGMMREFISHMSISQNFVTFFCDDKF	526
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
OsR498G1119642600.01.P01      VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
OsMH_11T0104500.1             VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
OsZS_11T0111700.1             VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
OsIR8_11T0072900.1            VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
BGIOSGA034263-PA              VPKYVRRLSLHGDTVVNGDNFNGIDLSLVRSLAVFGEAGTTVLDFSKYQLLRVLDLEKCD	586
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
OsR498G1119642600.01.P01      DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
OsMH_11T0104500.1             DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
OsZS_11T0111700.1             DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
OsIR8_11T0072900.1            DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
BGIOSGA034263-PA              DLKDDHLKEICNLVLLKYLSLGGNISKLPKDIAKLKDLEALDVRRSKVKIMPVEVFGLPC	646
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
OsR498G1119642600.01.P01      LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
OsMH_11T0104500.1             LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
OsZS_11T0111700.1             LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
OsIR8_11T0072900.1            LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
BGIOSGA034263-PA              LIHLLGKFKLSDKVKQKTEVQEFLLKGKSNLQTLAGFASNGSEGFLHLMRYMNKLRKLKI	706
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
OsR498G1119642600.01.P01      WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
OsMH_11T0104500.1             WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
OsZS_11T0111700.1             WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
OsIR8_11T0072900.1            WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
BGIOSGA034263-PA              WCTSSAGSTDWTDLREAIQQFILDEKEANIGTRSLSLHFSGCSEDAINSLKEPCYLSSLK	766
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
OsR498G1119642600.01.P01      LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
OsMH_11T0104500.1             LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
OsZS_11T0111700.1             LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
OsIR8_11T0072900.1            LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
BGIOSGA034263-PA              LHGNFPQLPQFVTSLRGLKELCLSSTKFTTGLLEALSNLSYLQYLKLVADELEKFIIKVQ	826
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
OsR498G1119642600.01.P01      GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
OsMH_11T0104500.1             GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
OsZS_11T0111700.1             GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
OsIR8_11T0072900.1            GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
BGIOSGA034263-PA              GFPRLLRLCIVLQYPTFPVIEEGALPFLVTLQLLCKDLHGLSDIQIECFKHLQEVTLHSG	886
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          

SasRGA4(BAK39922.1)           VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
OsR498G1119642600.01.P01      VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
OsMH_11T0104500.1             VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
OsZS_11T0111700.1             VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
OsIR8_11T0072900.1            VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
BGIOSGA034263-PA              VTPATRQEWVKAAKEHPNRPKVLLLKSVDTAESEHTDVDSVMEAVKSETTEYSIAPEGPE	946
OS11T0225100-01               ------------------------------------------------------------	238
                                                                                          



SasRGA4(BAK39922.1)           QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
OsR498G1119642600.01.P01      QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
OsMH_11T0104500.1             QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
OsZS_11T0111700.1             QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
OsIR8_11T0072900.1            QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
BGIOSGA034263-PA              QVNNKMQLDHGLESSSVLNKQNNFADQSSSKDQLHYSFNNMGLSDVSCCE	996
OS11T0225100-01               --------------------------------------------------	238
                                                                                



*****SasRGA5*****

SasRGA5(BAK39930.1)           --------MDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	52
OsR498G1119642700.01.P03      MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
OsIR8_11T0073000.1            MSSSSLGAMDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	60
BGIOSGA035032-PA              --------MDAPASFSLGAMGPLLRKLDSLLVAPEIRLPKPLKEGIELLKEDLEEIGVSL	52
OS11T0225300-01               --------MDAPVSFSLGAMGPLLRKLDSLPVAPEIRLPEPLKDGIELLKEDLEEIGAAL	52
                                                                                          

SasRGA5(BAK39930.1)           VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	112
OsR498G1119642700.01.P03      VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
OsIR8_11T0073000.1            VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	120
BGIOSGA035032-PA              VEHSVVDSPTHKARFWMDEVRDLSYHIEDCIDTMFSMRSGGDDGKPRSERRHKVGRAKID	112
OS11T0225300-01               VEQSMVDSPSHRARYWMDEVRDLSYHIEDCIDTMFSMRCGGDDGKPRSVRRHKVGRVKVD	112
                                                                                          

SasRGA5(BAK39930.1)           GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	168
OsR498G1119642700.01.P03      GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
OsIR8_11T0073000.1            GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	176
BGIOSGA035032-PA              GFSKKPKPCTRMARIAELRALVREASERLERYQLGDVCGSSS----PVVFTADGRARPLH	168
OS11T0225300-01               GFSKTQKPCTRLARIAELRALVREASERHERYQLGDGRASSSSSSSHRVFTAHGQV----	168
                                                                                          

SasRGA5(BAK39930.1)           HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	228
OsR498G1119642700.01.P03      HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
OsIR8_11T0073000.1            HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	236
BGIOSGA035032-PA              HGVSANLVGVDEFKTKLNRWLSDEEGPHLKVAAIVGPAGIGKTALATELYRDHRWQFECR	228
OS11T0225300-01               PAPCRNLVGMDEPKTKLTNMLTDEAELHMKVVCILGSAGIGKTTLAEQVYRKLRWQFDCH	228
                                                                                          

SasRGA5(BAK39930.1)           AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	288
OsR498G1119642700.01.P03      AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
OsIR8_11T0073000.1            AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	296
BGIOSGA035032-PA              AFVRASRKPDMQRLLGGILSQVQRRQRSSDAYADSTVQSLIDNLREHLQDRRYLIIIDGL	288
OS11T0225300-01               AFVRASRKPDMRRLLGAILSQVQLRIRISD---TSTVQSLIDNLWEYLQKKRYFIVIDEL	285
                                                                                          

SasRGA5(BAK39930.1)           WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	348
OsR498G1119642700.01.P03      WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
OsIR8_11T0073000.1            WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	356
BGIOSGA035032-PA              WETAVWNIANSAFPDVNSFSRILITADIEQVALECCGYKYDYIMRMEPLGSLDSKKVFFN	348
OS11T0225300-01               YETATWDIITSAFPEDNNCSRIMTTAGIEGVALECCSYHSVNIFKMIPLGLDDSAKLFFN	345
                                                                                          

SasRGA5(BAK39930.1)           KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	408
OsR498G1119642700.01.P03      KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
OsIR8_11T0073000.1            KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	416
BGIOSGA035032-PA              KVFGSEDQCPPELKEVSNTILEKCGGLPLAIISIAGLLGSQPENPVLWDYVTKYLCSSLG	408
OS11T0225300-01               RVFGSEQQCPYELNEVSYRITAKCGGLPLAVIIIAGLLASLPCKTELWYNIDGCLCSSVT	405
                                                                                          

SasRGA5(BAK39930.1)           TNPTLKDVVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	468
OsR498G1119642700.01.P03      TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
OsIR8_11T0073000.1            TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	476
BGIOSGA035032-PA              TNPTLKDMVKETLNLSYNSLPHPFKTCLLYLGMYPDGHIMLKADLMKQWSAEGFVSANEA	468
OS11T0225300-01               TDIDLDEILKEIISLGYDNLPHYLKTCLLYLSLYSEGFIIWTADLLKQWISEGFIAVIDG	465
                                                                                          



SasRGA5(BAK39930.1)           KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	528
OsR498G1119642700.01.P03      KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
OsIR8_11T0073000.1            KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	536
BGIOSGA035032-PA              KDTEEIVDKYFDELVNRGILEPVEINKNGKVLSCTLHHAVHDLVMPKFNDDKFTMSVDYS	528
OS11T0225300-01               EDIEEVAESYFYNLVNRGMIQSVKTKYNNQ-VLCTVHHTVFDLIIHKSKEEKFISAIDYS	524
                                                                                          

SasRGA5(BAK39930.1)           QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	588
OsR498G1119642700.01.P03      QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
OsIR8_11T0073000.1            QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	596
BGIOSGA035032-PA              QTITGPSTMVRRLSLHFSSTRYATKPAGIILSRVRSLAFFGLLNCMPCIGEFKLLRVLIL	588
OS11T0225300-01               QTMPGNSLEARRLSFHFSNTRYATEVAGITLSQVRSFAFLGLLKCMPSIMEFKLLRVLIL	584
                                                                                          

SasRGA5(BAK39930.1)           EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	648
OsR498G1119642700.01.P03      EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
OsIR8_11T0073000.1            EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	656
BGIOSGA035032-PA              EFWGSHGEQRSLNLIPVCRLFQLRYLKTSGDVVVQLPAQISGLQYLETLEIDARVSAVPF	648
OS11T0225300-01               EFWGDNHGCMSFNVARICRLFQLRYLKISSQIIIELPAQIRGLKYLETLEIDARVTAIPS	644
                                                                                          

SasRGA5(BAK39930.1)           DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	708
OsR498G1119642700.01.P03      DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
OsIR8_11T0073000.1            DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	716
BGIOSGA035032-PA              DLVHLPNLLHLQLQDETKLPDGIGCMRSLRTLQYFDLGNNSVDNLRGLGELTNLQDLHLS	708
OS11T0225300-01               DIIHLRSLLHLYFQDGIVLPDGIGCIRSLRTLKYFDLGSNSEENIRSLGQLTNLRDLHLT	704
                                                                                          

SasRGA5(BAK39930.1)           YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	759
OsR498G1119642700.01.P03      YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	767
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPDFPSRLDNFTNSA---------F---	764
OsIR8_11T0073000.1            YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	767
BGIOSGA035032-PA              YSAPSSNEGLMINLNAITSSLSRLSNLKSLILSPGAISMVIFFDISS---------IISV	759
OS11T0225300-01               CSAPKSNQQAKRNLVILASYTGKLGNLKSVKFSPGDSGMDISFLFYGIGISVDRSRTASS	764
                                                                                          

SasRGA5(BAK39930.1)           VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	819
OsR498G1119642700.01.P03      VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	827
OsMH_11T0104600.1             ------------------------------------------------------------	0
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	827
BGIOSGA035032-PA              VPVFLQRLELLPPICIFCRLPKSIGQLHKLCILKVSVRELLTTDIDNLTGLPSLTVLSLY	819
OS11T0225300-01               LP-FSVRTLELPSICIFARLPDWIGQLRKLHTLNLAVRELIENDIDSLAGLPDLIVLSMH	823
                                                                                          

SasRGA5(BAK39930.1)           AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	879
OsR498G1119642700.01.P03      AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	887
OsMH_11T0104600.1             ---------------------------------MAGAMPNLQRLKLVFNIRKSEKYRHTL	27
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	887
BGIOSGA035032-PA              AQTAPEGRFIFKDGTLPVLKYFKFGCGELCLAFMAGAMPNLQRLKLVFNIRKSEKYRHTL	879
OS11T0225300-01               IMKAPMERIVFNRKAFPVLKYFKFICGTLRMAFQAGAMANLHRLKLGFNAHKGEKYDNIL	883
                                                                                          

SasRGA5(BAK39930.1)           FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	938
OsR498G1119642700.01.P03      FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	946
OsMH_11T0104600.1             FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	86
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	946
BGIOSGA035032-PA              FGIEHLVSLQDIATRIGVDTSTGESDRRAAESAFKETVNKHPRCLRSSLQW-VVSTEEES	938
OS11T0225300-01               VGIEHLLNLKKIAVRIGGAAEAKESDRMAAEAALKEAIRKHLMFLDDLDIARVECVKEEY	943
                                                                                          



SasRGA5(BAK39930.1)           HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	987
OsR498G1119642700.01.P03      HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	995
OsMH_11T0104600.1             HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	135
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	995
BGIOSGA035032-PA              HPLEKQHHKRE-------KGSSAGHGVLEKESV-EDSEKNTDRVQTLLSPQ---LSNMES	987
OS11T0225300-01               KCIKKKHKIKIEDSISEKNGDSKKQHSVEKKAVWGKTMKNIADSG--VFPEDYTMSREQR	1001
                                                                                          

SasRGA5(BAK39930.1)           VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1016
OsR498G1119642700.01.P03      VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1024
OsMH_11T0104600.1             VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	164
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1024
BGIOSGA035032-PA              VVESALT-------------------------GQRTKIVVKVHMPCGKSRAKAM------	1016
OS11T0225300-01               VAEGFVVGIEKCRAEDAAERIIRNVPVDYDGLGQVSTSKIQDHLPELAPRAVQNEKFGSS	1061
                                                                                          

SasRGA5(BAK39930.1)           ---ALAASVNGVDS---VEITGEDKDRLVVVGRGIDPVRLVALLREKCGLAELLMVELVE	1070
OsR498G1119642700.01.P03      ---ALVASVNG---MQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1078
OsMH_11T0104600.1             ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	221
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1081
BGIOSGA035032-PA              ---ALVASVNGVESMQSMQITGEDKDRLEVVGRGIDPVRLVALLREKCGLAELLMVELVE	1073
OS11T0225300-01               NDLSIMIQINKYARLPSYEWRDTDISKLN--FRLLRAPMLLEAVTARCHLLDLILIGSNN	1119
                                                                                          

SasRGA5(BAK39930.1)           KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDINPCSTM-	1116
OsR498G1119642700.01.P03      KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1124
OsMH_11T0104600.1             KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	267
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1127
BGIOSGA035032-PA              KEKTQLAGGKKGAYKKHPT--YNLSPFDYVEYPP-----------SAPIMQDIDRCSTM-	1119
OS11T0225300-01               IT--VLDLGRPTI-TKLPASIECLPNLRYLRLQGTQLKSLSEVIVKMPTIRGLDIKNTKT	1176
                                                                                          

SasRGA5(BAK39930.1)           ------------------------------------------------------------	1116
OsR498G1119642700.01.P03      ------------------------------------------------------------	1124
OsMH_11T0104600.1             ------------------------------------------------------------	267
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            ------------------------------------------------------------	1127
BGIOSGA035032-PA              ------------------------------------------------------------	1119
OS11T0225300-01               EELPQGILRMKKLSHLSMGEKQKNIQVFMEKMQTLAETVQDSDDLSDETEGIADDEGEFS	1236
                                                                                          

SasRGA5(BAK39930.1)           ------------------------------------------------------------	1116
OsR498G1119642700.01.P03      ------------------------------------------------------------	1124
OsMH_11T0104600.1             ------------------------------------------------------------	267
OsZS_11T0111800.1             ------------------------------------------------------------	764
OsIR8_11T0073000.1            ------------------------------------------------------------	1127
BGIOSGA035032-PA              ------------------------------------------------------------	1119
OS11T0225300-01               TRANASTPKVDEDEVDRRANNFIARFRKQITIRNSGFAKKESSIDERLWIRDLDECQLSK	1296
                                                                                          

SasRGA5(BAK39930.1)           -----	1116
OsR498G1119642700.01.P03      -----	1124
OsMH_11T0104600.1             -----	267
OsZS_11T0111800.1             -----	764
OsIR8_11T0073000.1            -----	1127
BGIOSGA035032-PA              -----	1119
OS11T0225300-01               RGGRF	1301
                                   



*****Xa1*****

Xa1(BAA25068.1)               ------------------------------------------------------------	0
OsR498G0409301900.01.P01      ------------------------------------------------------------	0
OsMH_04T0491400.1             MAAATVQERVRFATVRFVEAVAAIFLCLFVPPGGLFENHGKGPFFLYYGILIAVAVFGLG	60
OsZS_04T0493900.1             ------------------------------------------------------------	0
BGIOSGA017158-PA              ------------------------------------------------------------	0
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               ------------------------------------------------------------	0
OsR498G0409301900.01.P01      ------------------------------------------------------------	0
OsMH_04T0491400.1             EASAGFWVGGNLTGRRSVGSELHKNMDLPEFLAKILQAIADACLDDNKLPGALISCGVLQ	120
OsZS_04T0493900.1             ------------------------------------------------------------	0
BGIOSGA017158-PA              ------------------------------------------------------------	0
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               -------------------------------------------------------MEEVE	5
OsR498G0409301900.01.P01      -------------------------------------------------------MEEVE	5
OsMH_04T0491400.1             AAAALSLVFFIAPSGVFGNHGITGTQMYTFQFTLNFVEHPLAHAIGHSPRTAPVPMEEVE	180
OsZS_04T0493900.1             -------------------------------------------------------MEEVE	5
BGIOSGA017158-PA              -------------------------------------------------------MEEVE	5
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               AGWLEGGIRWLAETILDNLDADKLDEWIRQIRLAADTEKLRAEIEKVDGVVAAVKGRAIG	65
OsR498G0409301900.01.P01      AGLLEGGIRWLAETILDNLDADKLDEWIRQIRLAADTEKLRAEIEKVDGVVAAVKGRAIG	65
OsMH_04T0491400.1             AGLLEGGIRWLAETILDNLDADKLDEWIRQIRLAADTEKLRAEIEKVDGVVAAVKGRAIG	240
OsZS_04T0493900.1             AGLLEGGIRWLAETILDNLDADKLDEWIRQIRLAADTEKLRAEIEKVDGVVAAVKGRAIG	65
BGIOSGA017158-PA              AGWLEGGIRWLAETILDNLDADKLDEWIRQIRLAADTEKLRAEIEKVDGVVAAVKGRAIG	65
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               NRSLARSLGRLRGLLYDADDAVDELDYFRLQQQVEGGVTTRFEAEETVGDGAEDEDDIPM	125
OsR498G0409301900.01.P01      NRSLARSLGRLRGLLYDADDAVDELDYFRLQQQVEGGVTTRFEAEETVGDGAEDEDDIPM	125
OsMH_04T0491400.1             NRSLARSLGRLRGLLYDADDAVDELDYFRLQQQVEGGVTTRFEAEETVGDGAEDEDDIPM	300
OsZS_04T0493900.1             NRSLARSLGRLRGLLYDADDAVDELDYFRLQQQVEGGVITRFEAEDTVGDGAEDEGDIPM	125
BGIOSGA017158-PA              NRSLARSLGRLRGLLYDADDAVDELDYFRLQQQVEGGVTTRFEAEETVGDGAEDEDDIPM	125
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               DNTDVPEAVAAGS-SKKRSKAWEHFTTVEFTADGKDSKARCKYCHKDLCCTSKNGTSALR	184
OsR498G0409301900.01.P01      DNTDVPEAVAAGS-SKKRSKAWEHFTTVEFTADGKDSKARCKYCHKDLCCTSKNGTSALR	184
OsMH_04T0491400.1             DNTDVPEAVAAGS-SKKRSKAWEHFTTVEFTADGKDSKARCKYCHKDLCCTSKNGTSALR	359
OsZS_04T0493900.1             DNTDVPAAAAAGRSSKKRSKAWEHFTPVEFTADGKASKARCKYCHKDLCCTSKNGTSALR	185
BGIOSGA017158-PA              DNTDVPEAVAAGS-SKKRSKAWEHFTTVEFTADGKDSKARCKYCHKDLCCTSKNGTSALR	184
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               NHLNVCKRKRVTSTDQPVNPS-------------------SAGEGASNATGNSVGRKRMR	225
OsR498G0409301900.01.P01      NHLNVCKRKRVTSTDQPVNPS-------------------SAGEGASNATGNSVGRKRMR	225
OsMH_04T0491400.1             NHLNVCKRKRVTSTDQPVNPS-------------------SAGEGASNATGNSVGRKRMR	400
OsZS_04T0493900.1             NHLNVCKRKRVTSTDQPVNPS-------------------SAGEGASNATGNSVGRKRMR	226
BGIOSGA017158-PA              NHLNVYKRKRVTSTDQPVNPSRLRYIADLSNRLTTITCSSSAGEGASNATGNSVGRKRMR	244
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               MDGTSTHHEAVSTHPWNKAELSNRIQCMTHQLEEAVNEVMRLCRSSSSNQSRQGTPPATN	285
OsR498G0409301900.01.P01      MDGTSTHHEAVSTHPWNKAELSNRIQCMTHQLEEAVNEVMRLCRSSSSNQSRQGTPPATN	285
OsMH_04T0491400.1             MDGTSTHHEAVSTHPWNKAELSNRIQCMTHQLEEAVNEVMRLCRSSSSNQSRQGTPPATN	460
OsZS_04T0493900.1             MDGTSTHHEAVSTHPWNKAELSNRIQCMTHQLEEAVNEVMRLCRSSSSNQSRQGTPPATN	286
BGIOSGA017158-PA              MDGTSTHHEAVSTHPWNKAELSNRIQCMTHQLEEAVNEVMRLCRSSSSNQSRQGTPPATN	304
OS04T0622501-01               ------------------------------------------------------------	0
                                                                                          

Xa1(BAA25068.1)               ATTSSYLPEPIVYGRAAEMETIKQLIMSNRSNGITVLPIVGNGGIGKTTLAQLVCKDLVI	345
OsR498G0409301900.01.P01      ATTSSYLPEPIVYGRAAEMETIKQLIMSNRSNGITVLPIVGNGGIGKTTLAQLVCKDLVI	345
OsMH_04T0491400.1             ATTSSYLPEPIVYGRAAEMETIKQLIMSNRSNGITVLPIVGNGGIGKTTLAQLVCKDLI-	519
OsZS_04T0493900.1             ATTSSYLPEPIVYGRAAEMETIKQLIMSNRSNGITVLPIVGNGGIGKTTLAQLVCKDLVI	346
BGIOSGA017158-PA              ATTSSYLPEPIVYGRAAEMETIKQLIMSNRSNGITVLPIVGNGGIGKTTLAQLVCKDLL-	363
OS04T0622501-01               ---------------MDDVEVVAELVIANRPKGLDVAMVQ--------------------	25
                                               ::*.: :*:::** :*: *  :                     



Xa1(BAA25068.1)               KSQFNVKIWVYVSDKFDVVKITRQILDHVSNQSHEGISNLDTLQQDLEEQMKSKKFLIVL	405
OsR498G0409301900.01.P01      KSQFNVKIWVYVSDKFDVVKITRQILDHVSNQSHEGISNLDTLQQDLEEQMKSKKFLIVL	405
OsMH_04T0491400.1             -------------------------LDHVSNQSHEGISNLDTLQQDLEEQMKSKKFLIVL	554
OsZS_04T0493900.1             KSQFNVKIWVYVSDKFDVVKITRQILDHVSNQSHEGISNLDTLQQDLEEQMKSKKFLIVL	406
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	25
                                                                                          

Xa1(BAA25068.1)               DDVWEIRTDDWKKLLAPLRPNDQVNSSQEEATGNMIILTTRIQSIAKSLGTVQSIKLEAL	465
OsR498G0409301900.01.P01      DDVWEIRTDDWKKLLAPLR-----------------------------------------	424
OsMH_04T0491400.1             DDVWEIRTDDWKKLLAPLRPNDQVNSSQEEATGNMIILTTRIQSIAKSLGTVQSIKLEAL	614
OsZS_04T0493900.1             DDVWEIRTDDWKKLLAPLRPNDQVNSSQEEATGNMIILTTRIQSIAKSLGTVQSIKLEAL	466
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	25
                                                                                          

Xa1(BAA25068.1)               KDDDIWSLFKVHAFGNDKHDSSPGLQVLGKQIASELKGNPLAAKTVGSLLGTNLTIDHWD	525
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             KDDDIWSLFKVHAFGNDKHDSSLGLQVLGKQIASELKGNPLAAKTVGSLLGTNLTIDHWD	674
OsZS_04T0493900.1             KDDDIWSLFKVHAFGNDKHDSSPGLQVLGKQIASELKGNPLAAKTVGSLLGTNLTIDHWD	526
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               --------------------------VVGPDICH-ING----------------------	36
                                                                                          

Xa1(BAA25068.1)               SIIKSEEWKSLQQAYGIMQALKLSYDHLSNPLQQCVSYCSLFPKGYSFSKAQLIQIWIAQ	585
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             SIIKSEEWKSLQQAYGIMQALKLCYDHLSNPLQQCVSYCSLFPKGYSFSKAQLIQIWIAQ	734
OsZS_04T0493900.1             SIIKNEEWKSLQQAYGIMQALKLSYDHLSNPLQQCVSYCSLFPKGYSFSKAQLIQIWIAQ	586
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ----------------------------------NQGKYGLYPRGTTLHGFE--------	54
                                                                                          

Xa1(BAA25068.1)               GFVEESSEKLEQKGWKYLAELVNSGFLQQVESTRFSSEYFVMHDLMHDLAQKVSQTEYAT	645
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             GFVEESSEKLEQKGWKYLAELVNSGFLQQVESTRFSSEYFVMHDLMHDLAQKVSQTEYAT	794
OsZS_04T0493900.1             GFVEESSEKLEQKGWKYLAELVNSGFLQQVESTRFSSEYFVMHDLMHDLAQKVSQTEYAT	646
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ---D--------------------------------------------------------	55
                                                                                          

Xa1(BAA25068.1)               IDGSECTELAPSIRHLSIVTDSAYRKEKYRNISRNEVFEKRLMKVKSRSKLRSLVLIGQY	705
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             IDGSECTELAPSIRHLSIVTDSAYRKEKYRNISRNEVFEKRLMKVKSRSKLRSLVLIGQY	854
OsZS_04T0493900.1             IDGSECTELAPSIRHLSIVTDSAYRKEKYRNISRNEVFEKRLMKVKSRSKLRSLVLIGQY	706
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               -------------------------------------LRGRHLVLGIRAIIHTPCK----	74
                                                                                          

Xa1(BAA25068.1)               DSHFFKYFKDAFKEAQHLRLLQITATYADSDSFLSSLVNSTHLRYLKIVTEESGRTLPRS	765
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             DSHFFKYFKDAFKEAQHLRLLQITATYADSDSFLSSLVNSTHLRYLKIVTEESGRTLPRS	914
OsZS_04T0493900.1             DSHFFKYFKDAFKEAQHLRLLQITATYADSDSFLSSLVNSTHLRYLKIVTEESGRTLPRS	766
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------VEGRQVDLFQFMSMLA--------------------------------	90
                                                                                          

Xa1(BAA25068.1)               LRKYYHLQVLDIGYRFGIPRISNDINNLLSLRHLVAYDEVCSSIANIGKMTSLQELGNFI	825
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             LRKYYHLQVLDIGYRFGIPRISNDINNLLSLRHLVAYDEVCSSIANIGKMTSLQELGNFI	974
OsZS_04T0493900.1             LRKYYHLQVLDIGYRFGIPRISNDINNLLSLRHLVAYDEVCSSIANIGKMTSLQELGNFI	826
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	90
                                                                                          

Xa1(BAA25068.1)               VQNNLSGFEVTQLKSMNKLVQLSVSQLENVRTQEEACGAKLKDKQHLEKLHLSWKDAWNG	885
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             VQNNLSGFEVTQLKSMNKLVQLSVSQLENVRTQEEACGAKLKDKQHLEKLHLSWKDAWNG	1034
OsZS_04T0493900.1             VQNNLSGFEVTQLKSMNKLVQLSVSQLGNVRTQEEACGAKLKDKQHLEKLHLSWKDAWNG	886
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	90
                                                                                          



Xa1(BAA25068.1)               YDSDESYEDEYGSDMNIETEGEELSVGDANGAQSLQHHSNISSELASSEVLEGLEPHHGL	945
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             YDSDESYEDEYGSDMNIETEGEELSVGDANGAQSLQHHSNISSELASSEVLEGLEPHHGL	1094
OsZS_04T0493900.1             YDSDESYEDEYGSDMNIETEGEELSVGDANGAQSLQHHSNISSELASSEVLEGLEPHHGL	946
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	90
                                                                                          

Xa1(BAA25068.1)               KYLRISGYNGSTSPTWLPSSLTCLQTLHLEKCGKWQI--LPLERLGLLVKLVLIKMRNAT	1003
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             KYLRISGKARVTCKARVDQNEECNRTLNPFTGGACVNCIAKLEH--MLLHFL--------	1144
OsZS_04T0493900.1             KYLRISGYNGSTSPTWLPSSLTCLQTLHLEKCGKWQI--LPLERLGLLVKLVLIKMRNAT	1004
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	90
                                                                                          

Xa1(BAA25068.1)               ELSIPSLEELVLIALPSLNTCSCTSIRNLNSSLKVLKIKNCPVLKVFPLFEISQKFEIER	1063
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             ELSIPSLEELVLIALPSLNTCSCTSIRNLNSSLKVLKIKNCPVLKVFPLFEICQKFEIER	1064
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               -----------------------------------------------------------Q	91
                                                                                          

Xa1(BAA25068.1)               TSSWLPHLSKLTIYNCPLSCVHSSLPPSAISGYGEYGRCTLPQSLEELYIHEYSQETLQP	1123
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             TSSWLPHLSKLTIYNCPLSCVHSSLPPSSITYCYDLT-----------------------	1101
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               AHLWLKSLSY--------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               CFSGNLTLLRKLHVLGNSNLVSLQLHSCTALEELIIQSCESLSSLDGLQLLGNLRLLRAH	1183
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             -FYGS----------------KVDFAGFTSLEELVISRCPKLVSFL------------AH	1132
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               RCLSGHGEDGRCILPQSLEELYIHEYSQETLQPCFSGNLTLLRKLHVLGNSNLVSLQLHS	1243
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             NDGN--------------------------------------------------------	1136
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               CTALEELIIQSCESLSSLDGLQLLGNLRLLRAHRCLSGHGEDGRCILPQSLEELYIHE-Y	1302
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             -------------------------------------DEQSNGRWLLPLSLGKLEINYVD	1159
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               SQETLQPCFSGNLTLLRKLHVLGNSNFVSLQLHSCTALEELIIQSCESLSSLDGLQLLGN	1362
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             SLKTLQLCFPGNLTRLKKLVVLGNQSLTSLQLHSCTALQELIIRSCESLNSLEGLQLLGN	1219
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               LRLLQAHRCLSGHGEDGRCILPQSLEELYIHEYSQETLQPCFSGNLTLLRKLHVLGNSNL	1422
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             LRLLCAHRCLSGHEEDGMCILPQSLEEIDIWEYSQETLQPCFPGNLTSLKKLVVQGSQKL	1279
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          



Xa1(BAA25068.1)               VSLQLHSCTALEELIIQSCESLSSLDGLQLLGNLRLLQAHRCLSGHGEDGRCILPQSLEE	1482
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             ISLQLYSCTALQELMIESCVSLNSLEGLQWLVNLRLLRAHRCLSGYGENGRCILPQSLEE	1339
BGIOSGA017158-PA              ------------------------------------------------------------	363
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               LYIHEYSQETLQPCFSGNLTLLRKLHVLGNSNLVSLQLHSCTSLEELKIQSCESLSSLDG	1542
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             LYIREYSQETLQPCFPGNLTSLKKLVVQGSQKLISLQLYSCTALQELMIGSCVSLNSLEG	1399
BGIOSGA017158-PA              --------------------------------------YSCTALQELMIESCVSLNSLEG	385
OS04T0622501-01               ------------------------------------------------------------	101
                                                                                          

Xa1(BAA25068.1)               LQLLGNLRLLQAHRCLSGHGEDGRCILPQSLEELFISEYSLETLQPCFLTNLTCLKQLEV	1602
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             LQWLVNLRLLRAHRCLSGYGENGRCILPQSLEGLYIREYSQEILQPCFQTNLTCLKRLEV	1459
BGIOSGA017158-PA              LQWLVNLRLLRAHRCLSGYGENGRCILPQSLEGLYIREYSQEILQPCFQTNLTCLKRLEV	445
OS04T0622501-01               -------------------ASTGRYTVRNAVH----------------------------	114
                                                                                          

Xa1(BAA25068.1)               SGTTSLKSLELQSCTALEHLKIQGCASLATLEGLQFLHALRHMKVFRCPGLPPYLGSSSE	1662
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             SGTGSFKSLKLQSCTALEHLRIEWCASLATLEGLQFLHALKHLEVFRCPGLPPYLGSLSG	1519
BGIOSGA017158-PA              SGTGSFKSLELQSCTALEHLKIEGCSSLATLEGLRFLHTLRHLKVHRCPRLPPYFESLSG	505
OS04T0622501-01               ------------------------------------------------------------	114
                                                                                          

Xa1(BAA25068.1)               QGYELCPRLERLDIDDPSILTTSFCKHLTSLQRLELNYCGSEVARLTDEQERALQLLTSL	1722
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             QGYELCPLLERLEIDDPSILTTSFCKNLTSLQYLELCSHGLEMERLTDEEERALQLLTSL	1579
BGIOSGA017158-PA              QGYELCPRLERLEINYPSILTTSFCKNLTSLQYLELCSHGLEMERLTDEEERALQLLTSL	565
OS04T0622501-01               ------------------------------------------------------------	114
                                                                                          

Xa1(BAA25068.1)               QELRFKYCYNLIDLPAGLHSLPSLKRLEIRSCRSIARLPEKGLPPSFEELDIIACSNELA	1782
OsR498G0409301900.01.P01      ------------------------------------------------------------	424
OsMH_04T0491400.1             ------------------------------------------------------------	1144
OsZS_04T0493900.1             QELRFNCCYNLVDLPTGLHNLLSLKRLEIWNCGSIARPLEKGLPPSLEELDILGCSKELV	1639
BGIOSGA017158-PA              QELRFNCCYNLVDLPTGLHNLPSLKRLEIWNCGSIARPLEKGLPPSLEELAIVDCSNELA	625
OS04T0622501-01               ------------------------------------------------------------	114
                                                                                          

Xa1(BAA25068.1)               QQCRTLASTLKVKINGGYVN	1802
OsR498G0409301900.01.P01      --------------------	424
OsMH_04T0491400.1             --------------------	1144
OsZS_04T0493900.1             QQCRTLASKLKVEINGEYVN	1659
BGIOSGA017158-PA              QQCRLLASKRKVKINQRYVN	645
OS04T0622501-01               --------------------	114
                                                  



*****Xa10*****

Xa10(AGE45112.1)        MQLMLTFCTGPLLFAVLLLMVYLKQLAAAACVDVLIIYLCRFLLLRGIIFSGDGKLRFRV	60
OsIR8_11T0179600.1      ------------------MLHHLKELAAVAGIHMILIYLCRFLLRL--RHNASNSLRFRL	40
BGIOSGA033740-PA        ------------------------------------------------------------	0
                                                                                    

Xa10(AGE45112.1)        KVAIGFLYISLSAILFYLSAAVMALPPWGAVAMWGMALVATELGYSFLCPYSCRCIGEDD	120
OsIR8_11T0179600.1      KVLTALLYISLSAMLFYLFASIMPLPPWGAVAGWVMALIAVELAYAFIFPYNLRYIADNH	100
BGIOSGA033740-PA        ----------------------MPLPPWGLVVGWVMALIAVELAYAFIFPYSFRYIADND	38
                                              * ***** *. * ***:*.**.*:*: **. * *.::.

Xa10(AGE45112.1)        EEISPV------------------------------------------------------	126
OsIR8_11T0179600.1      DEDNMPPDRGSTVTDRFVERCCNIPFLEGALCKISLSLPPPKSYLAAVALSSL-----TP	155
BGIOSGA033740-PA        DDKMIIKFRPALLASSSVYSCTEARKLNGEASRQATNSEIRENACNGVHVENLIDEYVST	98
                        ::                                                          

Xa10(AGE45112.1)        ------------------------------------------------------------	126
OsIR8_11T0179600.1      IRRRRGPLLPSAGGEALFA-AVSSSSSLDVVRPGWRGLGGGARGIGGAARRRQRDSSQRR	214
BGIOSGA033740-PA        VEDVNEILMKGCSSNGFNSSRTSRITFVDLAGPDNDELDGGSKHCTREER----------	148
                                                                                    

Xa10(AGE45112.1)        ------------------------------------------------------------	126
OsIR8_11T0179600.1      RVASPLNLGRRAYMRIEGFRSRRRNEPLPCSPSMASSMTGPHRQESSPEKQADKLPILEP	274
BGIOSGA033740-PA        ------------------------------------------------------------	148
                                                                                    

Xa10(AGE45112.1)        ------------------------------------------------------------	126
OsIR8_11T0179600.1      SSSSTCPCSTSASTSCAAASPYVVTGAGVVRLRFRLVAAVATIYMAMPALFFLRFAPVTP	334
BGIOSGA033740-PA        ------------------------------------------------------------	148
                                                                                    

Xa10(AGE45112.1)        -------------------------------------------------	126
OsIR8_11T0179600.1      WWGALAAWVTILLIVEAVFAFFFFPYSCCNDQPEGDDVENNPHGGRADQ	383
BGIOSGA033740-PA        -------------------------------------------------	148
                                                                         



*****Xa13*****

Xa13(ABD78944.1)              MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
OsR498G0816529000.01.P01      MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
OsMH_08T0425600.1             MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
OsZS_08T0447800.1             MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
OsIR8_08T0234100.1            MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
BGIOSGA026582-PA              MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
OS08T0535200-01               MAGGFLSMANPAVTLSGVAGNIISFLVFLAPVATFLQVYKKKSTGGYSSVPYVVALFSSV	60
                              ************************************************************

Xa13(ABD78944.1)              LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
OsR498G0816529000.01.P01      LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
OsMH_08T0425600.1             LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
OsZS_08T0447800.1             LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
OsIR8_08T0234100.1            LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
BGIOSGA026582-PA              LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
OS08T0535200-01               LWIFYALVKTNSRPLLTINAFGCGVEAAYIVLYLVYAPRRARLRTLAFFLLLDVAAFALI	120
                              ************************************************************

Xa13(ABD78944.1)              VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
OsR498G0816529000.01.P01      VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
OsMH_08T0425600.1             VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
OsZS_08T0447800.1             VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
OsIR8_08T0234100.1            VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
BGIOSGA026582-PA              VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
OS08T0535200-01               VVTTLYLVPKPHQVKFLGSVCLAFSMAVFVAPLSIIFKVIKTKSVEFMPIGLSVCLTLSA	180
                              ************************************************************

Xa13(ABD78944.1)              VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
OsR498G0816529000.01.P01      VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
OsMH_08T0425600.1             VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
OsZS_08T0447800.1             VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
OsIR8_08T0234100.1            VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
BGIOSGA026582-PA              VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
OS08T0535200-01               VAWFCYGLFTKDPYVMYPNVGGFFFSCVQMGLYFWYRKPRNTAVLPTTSDSMSPISAAAA	240
                              ************************************************************

Xa13(ABD78944.1)              ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
OsR498G0816529000.01.P01      ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
OsMH_08T0425600.1             ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
OsZS_08T0447800.1             ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
OsIR8_08T0234100.1            ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
BGIOSGA026582-PA              ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
OS08T0535200-01               ATQRVIELPAGTHAFTILSVSPIPILGVHKVEVVAAEQAADGVAAAAAADKELLQNKPEV	300
                              ************************************************************

Xa13(ABD78944.1)              IEITAAV	307
OsR498G0816529000.01.P01      IEITAAV	307
OsMH_08T0425600.1             IEITAAV	307
OsZS_08T0447800.1             IEITAAV	307
OsIR8_08T0234100.1            IEITAAV	307
BGIOSGA026582-PA              IEITAAV	307
OS08T0535200-01               IEITAAV	307
                              *******



*****Xa21*****

Xa21(AAC49123.1)        MISLPLLL-FVLLFSALLLCPSSSDD----------DGDAAGDELALLSFKSSLLYQGGQ	49
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       MARSPTSVMISSLLLLLLIGPASSDDDAAAAAARTSTGGVAGDELALLSFKSSLLHQGGL	60
OsZS_11T0346000.2       MARSPTSVMISSLLLLLLIGPASSDDDAAAAAARTSTGGVAGDELALLSFKSSLLHQGGL	60
OsIR8_11T0171500.1      ------------------------------------------------------------	0
BGIOSGA033042-PA        MARSPTSVMISSLLLLLLIGPASSDDDAAAAAARTSTGGVAGDELALLSFKSSLLHQGGL	60
                                                                                    

Xa21(AAC49123.1)        SLASWNTSGHGQHCTWVGVVCGRRRRRHPHRVVKLLLRSSNLSGIISPSLGNLSFLRELD	109
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       SLASWNTSGHGQHCTWVGVVCGRRRRRHPHRVVKLLLRSSNLSGIISPSLGNLSFLRELD	120
OsZS_11T0346000.2       SLASWNTSGHGQHCTWVGVVCGRRRRRHPHRVVKLLLRSSNLSGIISPSLGNLSFLRELD	120
OsIR8_11T0171500.1      ------------------------------------------------------------	0
BGIOSGA033042-PA        SLASWNTSGHGQHCTWVGVVCGRRRRRHPHRVVKLLLRSSNLSGIISPSLGNLSFLRELD	120
                                                                                    

Xa21(AAC49123.1)        LGDNYLSGEIPPELSRLSRLQLLELSDNSIQGSIPAAIGACTKLTSLDLSHNQLRGMIPR	169
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       LSDNYLSGEIPPELSRLSRLQLLEL-----------------------------------	145
OsZS_11T0346000.2       LSDNYLSGEIPPELSRLSRLQLLEL-----------------------------------	145
OsIR8_11T0171500.1      ------------------------------------------------------------	0
BGIOSGA033042-PA        LSDNYLSGEIPPELSRLSRLQLLEL-----------------------------------	145
                                                                                    

Xa21(AAC49123.1)        EIGASLKHLSNLYLYKNGLSGEIPSALGNLTSLQEFDLSFNRLSGAIPSSLGQLS-SLLT	228
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       -------------------SGEIPSALGNLTSLQYFDLSCNRLSGAIPSSLGQLSSSLLT	186
OsZS_11T0346000.2       -------------------SGEIPSALGNLTSLQYFDLSCNRLSGAIPSSLGQLSSSLLT	186
OsIR8_11T0171500.1      ------------------------------------------------------------	0
BGIOSGA033042-PA        -------------------SGEIPSALGNLTSLQYFDLSCNRLSGAIPSSLGQLSSSLLT	186
                                                                                    

Xa21(AAC49123.1)        MNLGQNNLSGMIPNSIWNLSSLRAFSVRENKLGGMIPTNAFKTLHLLEVIDMGTNRFHGK	288
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       MNLRQNNLSGMIPNSIWNLSSLRAFSVSENKLGGMIPTNAFKTLHLLEVIDMDTNRFHGK	246
OsZS_11T0346000.2       MNLRQNNLSGMIPNSIWNLSSLRAFSVSENKLGGMIPTNAFKTLHLLEVIDMDTNRFHGK	246
OsIR8_11T0171500.1      MNLRQNNLSGMIPNSIWNLSSLRAFSVSENKLGGMIPTNAFKTLHLLEVIDMDTNRFHGK	60
BGIOSGA033042-PA        MNLRQNNLSGMIPNSIWNLSSLRAFSVSENKLGGMIPTNAFKTLHLLEVIDMDTNRFHGK	246
                                                                                    

Xa21(AAC49123.1)        IPASVANASHLTVIQIYGNLFSGIITSGFGRLRNLTELYLWRNLFQTREQDDWGFISDLT	348
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       IPASVANASHLTRLQIDGNLFSGIITSGFGRLRNLTTLYLWRNLFQTREQEDWGFISDLT	306
OsZS_11T0346000.2       IPASVANASHLTRLQIDGNLFSGIITSGFGRLRNLTTLYLWRNLFQTREQEDWGFISDLT	306
OsIR8_11T0171500.1      IPASVANASHLTRLQIDGNLFSGIITSGFGRLRNLTTLYLWRNLFQTREQEDWGFISDLT	120
BGIOSGA033042-PA        IPASVANASHLTRLQIDGNLFSGIITSGFGRLRNLTTLYLWRNLFQTREQEDWGFISDLT	306
                                                                                    

Xa21(AAC49123.1)        NCSKLQTLNLGENNLGGVLPNSFSNLSTSLSFLALELNKITGSIPKDIGNLIGLQHLYLC	408
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       NCSKLQTLDLGENNLGGVLPNSFSNLSTSLSFLALDLNKITGSIPKDIGNLIGLQHLYLC	366
OsZS_11T0346000.2       NCSKLQTLDLGENNLGGVLPNSFSNLSTSLSFLALDLNKITGSIPKDIGNLIGLQHLYLC	366
OsIR8_11T0171500.1      NCSKLQTLDLGENNLGGVLPNSFSNLSTSLSFLALDLNKITGSIPKDIGNLIGLQHLYLC	180
BGIOSGA033042-PA        NCSKLQTLDLGENNLGGVLPNSFSNLSTSLSFLALDLNKITGSIPKDIGNLIGLQHLYLC	366
                                                                                    

Xa21(AAC49123.1)        NNNFRGSLPSSLGRLKNLGILLAYENNLSGSIPLAIGNLTELNILLLGTNKFSGWIPYTL	468
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       NNNFRGSLPSSLGRLRNLGILVAYENNLSGSIPLAIGNLTELNILLLGTNKFSGWIPYTL	426
OsZS_11T0346000.2       NNNFRGSLPSSLGRLRNLGILVAYENNLSGSIPLAIGNLTELNILLLGTNKFSGWIPYTL	426
OsIR8_11T0171500.1      NNNFRGSLPSSLGRLRNLGILVAYENNLSGSIPLAIGNLTELNILLLGTNKFSGWIPYTL	240
BGIOSGA033042-PA        NNNFRGSLPSSLGRLRNLGILVAYENNLSGSIPLAIGNLTELNILLLGTNKFSGWIPYTL	426
                                                                                    

Xa21(AAC49123.1)        SNLTNLLSLGLSTNNLSGPIPSELFNIQTLSIMINVSKNNLEGSIPQEIGHLKNLVEFHA	528
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       SNLTNLLSLGLSTNNLSGPIPSELFNIQTLSIMINVSKNNLEGSIPQEIGHLKNLVEFHA	486
OsZS_11T0346000.2       SNLTNLLSLGLSTNNLSGPIPSELFNIQTLSIMINVSKNNLEGSIPQEIGHLKNLVEFHA	486
OsIR8_11T0171500.1      SNLTNLLSLGLSTNNLSGPIPSELFNIQTLSIMINVSKNNLEGSIPQEIGHLKNLVEFHA	300
BGIOSGA033042-PA        SNLTNLLSLGLSTNNLSGPIPSELFNIQTLSIMINVSKNNLEGSIPQEIGHLKNLVEFHA	486
                                                                                    



Xa21(AAC49123.1)        ESNRLSGKIPNTLGDCQLLRYLYLQNNLLSGSIPSALGQLKGLETLDLSSNNLSGQIPTS	588
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       ESNRLSGKIPNTLGDCQLLRYLYLQNNLLSGSIPSALGQLKGLETLDLSSNNLSGQIPTS	546
OsZS_11T0346000.2       ESNRLSGKIPNTLGDCQLLRYLYLQNNLLSGSIPSALGQLKGLETLDLSSNNLSGQIPTS	546
OsIR8_11T0171500.1      ESNRLSGKIPNTLGDCQLLRYLYLQNNLLSGSIPSALGQLKGLETLDLSSNNLSGQIPTS	360
BGIOSGA033042-PA        ESNRLSGKIPNTLGDCQLLRYLYLQNNLLSGSIPSALGQLKGLETLDLSSNNLSGQIPTS	546
                                                                                    

Xa21(AAC49123.1)        LADITMLHSLNLSFNSFVGEVPTIGAFAAASGISIQGNAKLCGGIPDLHLPRCCPLLENR	648
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       LADITMLHSLNLSFNSFVGEVPTIGAFADASGISIQGNAKLCGGIPDLHLPRCCPLLENR	606
OsZS_11T0346000.2       LADITMLHSLNLSFNSFVGEVPTIGAFADASGISIQGNAKLCGGIPDLHLPRCCPLLENR	606
OsIR8_11T0171500.1      LADITMLHSLNLSFNSFVGEVPTIGAFADASGISIQGNAKLCGGIPDLHLPRCCPLLENR	420
BGIOSGA033042-PA        LADITMLHSLNLSFNSFVGEVPTIGAFADASGISIQGNAKLCGGIPDLHLPRCCPLLENR	606
                                                                                    

Xa21(AAC49123.1)        KHFPVLPISVSLAAALAILSSLYLLITWHKRTKKGAPSRTSMKGHPLVSYSQLVKATDGF	708
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       KHFPALPISVSLVAALAILSSLYLLITWNKRTKKGAPSRTSMKGHPLVSYSQLVKATDGF	666
OsZS_11T0346000.2       KHFPALPISVSLVAALAILSSLYLLITWNKRTKKGAPSRTSMKGHPLVSYSQLVKATDGF	666
OsIR8_11T0171500.1      KHFPALPISVSLVAALAILSSLYLLITWNKRTKKGAPSRTSMKGHPLVSYSQLVKATDGF	480
BGIOSGA033042-PA        KHFPVLPISVSLVAALAILSSLYLLITWHKRTKKGAPSRTSMKGHPLVSYSQLVKATDGF	666
                                                                                    

Xa21(AAC49123.1)        APTNLLGSGSFGSVYKGKLNIQDHVAVKVLKLENPKALKSFTAECEALRNMRHRNLVKIV	768
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       APTNLLGSGSFGSVYKGKLNIQDHVAVKVLKLENPKALKSFTAECEALRNMRHRNLVKIV	726
OsZS_11T0346000.2       APTNLLGSGSFGSVYKGKLNIQDHVAVKVLKLENPKALKSFTAECEALRNMRHRNLVKIV	726
OsIR8_11T0171500.1      APTNLLGSGSFGSVYKGKLNIQDHVAVKVLKLENPKALKSFTAECEALRNMRHRNLVKIV	540
BGIOSGA033042-PA        APTNLLGSGSFGSVYKGKLNIQDHVAVKVLKLENPKALKSFTAECEALRNMRHRNLVKIV	726
                                                                                    

Xa21(AAC49123.1)        TICSSIDNRGNDFKAIVYDFMPNGSLEDWIHPETNDQADQRHLNLHRRVTILLDVACALD	828
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       TICSSIDNRGNDFKAIVYDFMPNGSLEDWIHPETNDQADQRHLNLHRRVTILLDVACALD	786
OsZS_11T0346000.2       TICSSIDNRGNDFKAIVYDFMPNGSLEDWIHPETNDQADQRHLNLHRRVTILLDVACALD	786
OsIR8_11T0171500.1      TICSSIDNRGNDFKAIVYDFMPNGSLEDWIHPETNDQADQRHLNLHRRVTILLDVACALD	600
BGIOSGA033042-PA        TICSSIDNRGNDFKAIVYDFMPSGSLEDWIHPETNDPADQRHLNLHRRVTILLDVACALD	786
                                                                                    

Xa21(AAC49123.1)        YLHRHGPEPVVHCDIKSSNVLLDSDMVAHVGDFGLARILVDGTSLIQQSTSSMGFIGTIG	888
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       YLHRHGPEPVVHCDVKSSNVLLDSDMVAHVGDSGLARILVDGTSLIQQSTSSMGFRGTIG	846
OsZS_11T0346000.2       YLHRHGPEPVVHCDVKSSNVLLDSDMVAHVGDSGLARILVDGTSLIQQSTSSMGFRGTIG	846
OsIR8_11T0171500.1      YLHRHGPEPVVHCDVKSSNVLLDSDMVAHVGDSGLARILVDGTSLIQQSTSSMGFRGTIG	660
BGIOSGA033042-PA        YLHRHGPEPVVHCDVKSSNVLLDSDMVAHVGDFGLARILVDGTSLIQQSTSSMGFRGTIG	846
                                                                                    

Xa21(AAC49123.1)        YAAPEYGVGLIASTHGDIYSYGILVLEIVTGKRPTDSTFRPDLGLRQYVELGLHGRVTDV	948
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       YAAPEYGVGHIASTHGDIYSYGILVLEIVTGKRPTDSTFRPDLGLRQYVELGLHGRVTDV	906
OsZS_11T0346000.2       YAAPEYGVGHIASTHGDIYSYGILVLEIVTGKRPTDSTFRPDLGLRQYVELGLHGRVTDV	906
OsIR8_11T0171500.1      YAAPEYGVGHIASTHGDIYSYGILVLEIVTGKRPTDSTFRPDLGLRQYVELGLHGRVTDV	720
BGIOSGA033042-PA        YAAPEYGVGHIASTHGDIYSYGILVLEIVTGKRPTDSTFRPDLGLRQYVELGLHGRVTDV	906
                                                                                    

Xa21(AAC49123.1)        VDTKLILDSENWLNSTNNSPCRRITECIVWLLRLGLSCSQELPSSRTPTGDIIDELNAIK	1008
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       VDTKLILDSENWLNSTNNSPCRRITECIVSLLRLGLSCSQDLPLSRTPTGDIIDELNAIK	966
OsZS_11T0346000.2       VDTKLILDSENWLNSTNNSPCRRITECIVSLLRLGLSCSQDLPLSRTPTGDIIDELNAIK	966
OsIR8_11T0171500.1      VDTKLILDSENWLNSTNNSPCRRITECIVSLLRLGLSCSQDLPLSRTPTGDIIDELNAIK	780
BGIOSGA033042-PA        VDTKLILDSENWLNSTNNSPCRRITECIVSLLRLVLLSGFAIE-----------------	949
                                                                                    

Xa21(AAC49123.1)        QNLSGLFPVCEGGSLEF-------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       QNLSGLFPVCEGRRRRHMATTVTHPPPTESAGSTAAAATADPASVMLERWGCLRGSTPAN	1026
OsZS_11T0346000.2       QNLSGLFPVCEGRRRRHMATTVTHPPPTESAGSTAAAATADPASVMLERWGCLRGSTPAN	1026
OsIR8_11T0171500.1      QNLSGLFPVCEGRRRRHMATTVTHPPPTESAGSTAAAATADPASVMLERWGCLRGSTPAN	840
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    



Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       VAADDNTAAESRTSRGQPLRVALARASPPAISFICFDRGDDGYVIAAHGDSVLFRMSWND	1086
OsZS_11T0346000.2       VAADDNTAAESRTSRGQPLRVALARASPPAISFICFDRGDDGYVIAAHGDSVLFRMSWND	1086
OsIR8_11T0171500.1      VAADDNTAAESRTSRGQPLRVALARASPPAISFICFDRGDDGYVIAAHGDSVLFRMSWND	900
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       YFVYMAAAGKPPSLTLLPVCDIPMNERCWVSKDRFNDSFRTTGRVFDQQDTGILRLRGGE	1146
OsZS_11T0346000.2       YFVYMAAAGKPPSLTLLPVCDIPMNERCWVSKDRFNDSFRTTGRVFDQQDTGILRLRGGE	1146
OsIR8_11T0171500.1      YFVYMAAAGKPPSLTLLPVCDIPMNERCWVSKDRFNDSFRTTGRVFDQQDTGILRLRGGE	960
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       EAPPLVAQLQIAHEAPFDTAELCVLRPGHGHGEWELKTAVPIVHHDGGGERRHGLEMWQE	1206
OsZS_11T0346000.2       EAPPLVAQLQIAHEAPFDTAELCVLRPGHGHGEWELKTAVPIVHHDGGGERRHGLEMWQE	1206
OsIR8_11T0171500.1      EAPPLVAQLQIAHEAPFDTAELCVLRPGHGHGEWELKTAVPIVHHDGGGERRHGLEMWQE	1020
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       TNVAVPVGDRFMCWANYDLATFLICDMAAADLDNPKLLYVPLPVKPVPPKESDFDDDHHH	1266
OsZS_11T0346000.2       TNVAVPVGDRFMCWANYDLATFLICDMAAADLDNPKLLYVPLPVKPVPPKESDFDDDHHH	1266
OsIR8_11T0171500.1      TNVAVPVGDRFMCWANYDLATFLICDMAAADLDNPKLLYVPLPVKPVPPKESDFDDDHHH	1080
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       DELIPWEYFRNIVATGADGGDDIVRFVSIDNRCCCGAPVIRSLCDRSSSAFMVTIWRLAL	1326
OsZS_11T0346000.2       DELIPWEYFRNIVATGADGGDDIVRFVSIDNRCCCGAPVIRSLCDRSSSAFMVTIWRLAL	1326
OsIR8_11T0171500.1      DELIPWEYFRNIVATGADGGDDIVRFVSIDNRCCCGAPVIRSLCDRSSSAFMVTIWRLAL	1140
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ------------------------------------------------------------	0
OsZS_11T0346000.1       RNAGAGDGGGEPMAWVKEAVLDCEELWAMLAPCDGLPRRVYVVCPFVSSENPDVVWFVAC	1386
OsZS_11T0346000.2       RNAGAGDGGGEPMAWVKEAVLDCEELWAMLAPCDGLPRRVYVVCPFVSSENPDVVWFVAC	1386
OsIR8_11T0171500.1      RNAGAGDGGGEPMAWVKEAVLDCEELWAMLAPCDGLPRRVYVVCPFVSSENPDVVWFVAC	1200
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       -----------------------------------------------------------M	1
OsZS_11T0346000.1       DCDDDEDGKNWTVEIDVRRKMLISNRTTPTGDYIKGSVRFNPNTLHHLILVTALVSSLRM	1446
OsZS_11T0346000.2       DCDDDEDGKNWTVEIDVRRKMLISNRTTPTGDYIKGSVRFNPNTLHHLILVTALVSSLRM	1446
OsIR8_11T0171500.1      DCDDDEDGKNWTVEIDVRRKMLISNRTTPTGDYIKGSVRFNPNTLHHLILVTALVSSLRM	1260
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ARSLTLSLLLVSSSLLLSPASSSGEDAADELALVSFKSYLLSGDGGSPSSSLSSWNASGH	61
OsZS_11T0346000.1       ARSLTLSLLLVSSSLLLSPASSSGEDAADELALVSFKSYLLSGDGGSPSSSLSSWNASGH	1506
OsZS_11T0346000.2       ARSLTLSLLLVSSSLLLSPASSSGEDAADELALVSFKSYLLSGDGGSPSSSLSSWNASGH	1506
OsIR8_11T0171500.1      ARSLTLSLLLVSSSLLLSPASSSGEDAADELALVSFKSYLLSGDGGSPSSSLSSWNASGH	1320
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       HCSWPGVVCNRRSNRVVALRLPSSNLSGLISPFLGNLSFLRELYLGGNRLSGEIPPELGR	121
OsZS_11T0346000.1       HCSWPGVVCNRRSNRVVALRLPSSNLSGLISPFLGNLSFLRELYLGGNRLSGEIPPELGR	1566
OsZS_11T0346000.2       HCSWPGVVCNRRSNRVVALRLPSSNLSGLISPFLGNLSFLRELYLGGNRLSGEIPPELGR	1566
OsIR8_11T0171500.1      HCSWPGVVCNRRSNRVVALRLPSSNLSGLISPFLGNLSFLRELYLGGNRLSGEIPPELGR	1380
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    



Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       LRRLRWLNLSGNSLEGSIPAAAIAACTNLTGMDLTGNQLRGTIPSQIGAAMKNLVYLYLG	181
OsZS_11T0346000.1       LRRLRWLNLSGNSLEGSIPAAAIAACTNLTGMDLTGNQLRGTIPSQIGAAMKNLVYLYLG	1626
OsZS_11T0346000.2       LRRLRWLNLSGNSLEGSIPAAAIAACTNLTGMDLTGNQLRGTIPSQIGAAMKNLVYLYLG	1626
OsIR8_11T0171500.1      LRRLRWLNLSGNSLEGSIPAAAIAACTNLTGMDLTGNQLRGTIPSQIGAAMKNLVYLYLG	1440
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       KNNLTGAIPRSLATLPRIKHLFLDENTLSGMIPPDLGNLTTLERLNLYGNKLLSGDIPPS	241
OsZS_11T0346000.1       KNNLTGAIPRSLATLPRIKHLFLDENTLSGMIPPDLGNLTTLERLNLYGNKLLSGDIPPS	1686
OsZS_11T0346000.2       KNNLTGAIPRSLATLPRIKHLFLDENTLSGMIPPDLGNLTTLERLNLYGNKLLSGDIPPS	1686
OsIR8_11T0171500.1      KNNLTGAIPRSLATLPRIKHLFLDENTLSGMIPPDLGNLTTLERLNLYGNKLLSGDIPPS	1500
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       LGQLLNLREIDLGLNGLTGAIPASIWNISTLTVFSVQFNMLSGTIPPDVFNTLPHLTEIL	301
OsZS_11T0346000.1       LGQLLNLREIDLGLNGLTGAIPASIWNISTLTVFSVQFNMLSGTIPPDVFNTLPHLTEIL	1746
OsZS_11T0346000.2       LGQLLNLREIDLGLNGLTGAIPASIWNISTLTVFSVQFNMLSGTIPPDVFNTLPHLTEIL	1746
OsIR8_11T0171500.1      LGQLLNLREIDLGLNGLTGAIPASIWNISTLTVFSVQFNMLSGTIPPDVFNTLPHLTEIL	1560
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       MGNNQFHGNIPASLANASDLSLIQLNNNFLSGVVPGEIGRLRNLSHLILFSNLVGTEQPN	361
OsZS_11T0346000.1       MGNNQFHGNIPASLANASDLSLIQLNNNFLSGVVPGEIGRLRNLSHLILFSNLVGTEQPN	1806
OsZS_11T0346000.2       MGNNQFHGNIPASLANASDLSLIQLNNNFLSGVVPGEIGRLRNLSHLILFSNLVGTEQPN	1806
OsIR8_11T0171500.1      MGNNQFHGNIPASLANASDLSLIQLNNNFLSGVVPGEIGRLRNLSHLILFSNLVGTEQPN	1620
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       DWGFITALTNCSQLIDLDLTDNKLRGALPGSFSNLSVSLSSIRLGSNKITGSIPEDIGNL	421
OsZS_11T0346000.1       DWGFITALTNCSQLIDLDLTDNKLRGALPGSFSNLSVSLSSIRLGSNKITGSIPEDIGNL	1866
OsZS_11T0346000.2       DWGFITALTNCSQLIDLDLTDNKLRGALPGSFSNLSVSLSSIRLGSNKITGSIPEDIGNL	1866
OsIR8_11T0171500.1      DWGFITALTNCSQLIDLDLTDNKLRGALPGSFSNLSVSLSSIRLGSNKITGSIPEDIGNL	1680
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       IGLQVINLSNNSFTGSLPSSLGRLKNVFRIFLYENNISGSIPSAIGNLTELSFLSLHINA	481
OsZS_11T0346000.1       IGLQVINLSNNSFTGSLPSSLGRLKNVFRIFLYENNISGSIPSAIGNLTELSFLSLHINA	1926
OsZS_11T0346000.2       IGLQVINLSNNSFTGSLPSSLGRLKNVFRIFLYENNISGSIPSAIGNLTELSFLSLHINA	1926
OsIR8_11T0171500.1      IGLQVINLSNNSFTGSLPSSLGRLKNVFRIFLYENNISGSIPSAIGNLTELSFLSLHINA	1740
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       LSGSIPNTLGNLTKLLQLTLSYNNFTGQLPNGLFIQALSTVFDVAYNNLEGSIPQELGHL	541
OsZS_11T0346000.1       LSGSIPNTLGNLTKLLQLTLSYNNFTGQLPNGLFIQALSTVFDVAYNNLEGSIPQELGHL	1986
OsZS_11T0346000.2       LSGSIPNTLGNLTKLLQLTLSYNNFTGQLPNGLFIQALSTVFDVAYNNLEGSIPQELGHL	1986
OsIR8_11T0171500.1      LSGSIPNTLGNLTKLLQLTLSYNNFTGQLPNGLFIQALSTVFDVAYNNLEGSIPQELGHL	1800
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       KNLAEFHAESNRLSGEIPSTIGECQLLRYFSLKNNLLTGSIPSALGELKGLETLDLSSNN	601
OsZS_11T0346000.1       KNLAEFHAESNRLSGEIPSTIGECQLLRYFSLKNNLLTGSIPSALGELKGLEILDLSSNN	2046
OsZS_11T0346000.2       KNLAEFHAESNRLSGEIPSTIGECQLLRYFSLKNNLLTGSIPSALGELKGLEILDLSSNN	2046
OsIR8_11T0171500.1      KNLAEFHAESNRLSGEIPSTIGECQLLRYFSLKNNLLTGSIPSALGELKGLEILDLSSNN	1860
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       LSGQIPKSLGDITMLHLLNLSFNSFVGVVPTVGVFANASGISIQGNAKLCGGIPDLHLPP	661
OsZS_11T0346000.1       LSGQIPKSLGDITMLHLLNLSFNSFVGVVPTVGVFANASGISIQGNAKLCGGIPDLHLPP	2106
OsZS_11T0346000.2       LSGQIPKSLGDITMLHLLNLSFNSFVGVVPTVGVFANASGISIQGNAKLCGGIPDLHLPP	2106
OsIR8_11T0171500.1      LSGQIPKSLGDITMLHLLNLSFNSFVGVVPTVGVFANASGISIQGNAKLCGGIPDLHLPP	1920
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    



Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       CYQLLQNKKHKFPVVPVVVSLVAALAILSSLCILLTRHERSKKGTHLTPSVQGHPFVTYS	721
OsZS_11T0346000.1       CYQLLQNKKHKFPVVPVVVSLVAALVILSSLCILLTRHERSKKGTHLTPSVQGHPFVTYS	2166
OsZS_11T0346000.2       CYQLLQNKKHKFPVVPVVVSLVAALVILSSLCILLTRHERSKKGTHLTPSVQGHPFVTYS	2166
OsIR8_11T0171500.1      CYQLLQNKKHKFPVVPVVVSLVAALVILSSLCILLTRHERSKKGTHLTPSVQGHPFVTYS	1980
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       QLVKATDGFSPTNLLGSGSFGSVYKGELDSQGGESTSLVAVKVLKLENPKALKSFAAECE	781
OsZS_11T0346000.1       QLVKATDGFSPTNLLGSGSFGSVYKGELDSQGGESTSLVAVKVLKLENPKALKSFAAECE	2226
OsZS_11T0346000.2       QLVKATDGFSPTNLLGSGSFGSVYKGELDSQGGESTSLVAVKVLKLENPKALKSFAAECE	2226
OsIR8_11T0171500.1      QLVKATDGFSPTNLLGSGSFGSVYKGELDSQGGESTSLVAVKVLKLENPKALKSFAAECE	2040
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       ALRNMKHRNLLKIVTICSSIDNKGNDFKAIVYDLMPNGSLEDWLHPKTNDQAEQKHLDLH	841
OsZS_11T0346000.1       ALRNMKHRNLLKIVTICSSIDNKGNDFKAIVYDLMPNGSLEDWLHPKTNDQAEQKHLDLH	2286
OsZS_11T0346000.2       ALRNMKHRNLLKIVTICSSIDNKGNDFKAIVYDLMPNGSLEDWLHPKTNDQAEQKHLDLH	2286
OsIR8_11T0171500.1      ALRNMKHRNLLKIVTICSSIDNKGNDFKAIVYDLMPNGSLEDWLHPKTNDQAEQKHLDLH	2100
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       QRVTILLDVACALDYLHHHGPEPVVHCDIKSSNVLLDADMVAHVGDFGLARILIEGSSLM	901
OsZS_11T0346000.1       QRVTILLDVACALDYLHHHGPEPVVHCDIKSSNVLLDADMVAHVGDFGLARILIEGSSLM	2346
OsZS_11T0346000.2       QRVTILLDVACALDYLHHHGPEPVVHCDIKSSNVLLDADMVAHVGDFGLARILIEGSSLM	2346
OsIR8_11T0171500.1      QRVTILLDVACALDYLHHHGPEPVVHCDIKSSNVLLDADMVAHVGDFGLARILIEGSSLM	2160
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       QQSTSSMGIRGTIGYAAPEYGVGNTASTHGDIYSYGILVLETVTGKRPTDSTFRTAWSLR	961
OsZS_11T0346000.1       QQSTSSMGIRGTIGYAAPEYGVGNTASTHGDIYSYGILVLETVTGKRPTDSTFRTAWSLR	2406
OsZS_11T0346000.2       QQSTSSMGIRGTIGYAAPEYGVGNTASTHGDIYSYGILVLETVTGKRPTDSTFRTAWSLR	2406
OsIR8_11T0171500.1      QQSTSSMGIRGTIGYAAPEYGVGNTASTHGDIYSYGILVLETVTGKRPTDSTFRTAWSLR	2220
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       QYVEPGLHGRLTDVIDRKLVFDSENCLQAQDVSPCSRTSECLVSLLRLGLSCSQELPSSR	1021
OsZS_11T0346000.1       QYVEPGLHGRLTDVIDRKLVFDSENCLQALDVSPCSRTSECLVSLLRLGLSCSQELPSSR	2466
OsZS_11T0346000.2       QYVEPGLHGRLTDVIDRKLVFDSENCLQALDVSPCSRTSECLVSLLRLGLSCSQELPSSR	2466
OsIR8_11T0171500.1      QYVEPGLHGRLTDVIDRKLVFDSENCLQALDVSPCSRTSECLVSLLRLGLSCSQELPSSR	2280
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       MQAGDVINELRAIKESLSMSSDISFQNLFLDSEPFGHASTSAHWWRKGLYSRVGTPLYSR	1081
OsZS_11T0346000.1       MQAGDVINELRAIKESLSMSSDITLHN---------------------------------	2493
OsZS_11T0346000.2       MQAGDVINELRAIKESLSMSSDM-------------------------------------	2489
OsIR8_11T0171500.1      MQAGDVINELRAIKESLSMSSDITLHN---------------------------------	2307
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       LYNRDYESGTKDAIFKGRAPPASRPLASAPARPPPLPLGRSPARPSPLPPGRSPTRPSPL	1141
OsZS_11T0346000.1       ------------------------------------------------------------	2493
OsZS_11T0346000.2       ------------------------------------------------------------	2489
OsIR8_11T0171500.1      ------------------------------------------------------------	2307
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    

Xa21(AAC49123.1)        ------------------------------------------------------------	1025
OsMH_11T0333800.1       PPGWPPAALARPAGAPERGKGRTGKEGEGERKDQMGNEGERKGMNGRGRDGEEILMRGER	1201
OsZS_11T0346000.1       ------------------------------------------------------------	2493
OsZS_11T0346000.2       ------------------------------------------------------------	2489
OsIR8_11T0171500.1      ------------------------------------------------------------	2307
BGIOSGA033042-PA        ------------------------------------------------------------	949
                                                                                    



Xa21(AAC49123.1)        ----------------------	1025
OsMH_11T0333800.1       RSREERIKMVRAARGALSSRLV	1223
OsZS_11T0346000.1       ----------------------	2493
OsZS_11T0346000.2       ----------------------	2489
OsIR8_11T0171500.1      ----------------------	2307
BGIOSGA033042-PA        ----------------------	949
                                              



*****Xa23*****

Xa23(AIX09985.1)       -------------------------------------------MLHHLKELAAVAGIHMI	17
OsMH_11T0344700.1      MRCLRGIKHQTSATFFRVTNISYYKRAASTSSLAALPHLKELQMLHHLKELAAVAGIHMI	60
                                                                  *****************

Xa23(AIX09985.1)       LIYLCRFLLRRSRNVLFTVSNSLRFRLKVLTVLLYICLSVMLFYLFGSIMPLPPWGLVVG	77
OsMH_11T0344700.1      LIYLCRFLLRRSRNVLFTVSNSLRFRLKVLTVLLYICLSVMLFYLFGSIMPLPPWGLVVG	120
                       ************************************************************

Xa23(AIX09985.1)       WVMALIAVELAYAFIFPYSFRYIADNDDDKMVILPV	113
OsMH_11T0344700.1      WVMALIAVELAYAFIFPYSFRYIADNDDDKMVILPV	156
                       ************************************



*****Xa25*****

Xa25(AGS56391.1)              MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
OsR498G1221587200.01.P01      MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
OsMH_12T0242300.1             MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
OsZS_12T0261500.1             MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
OsIR8_12T0123600.1            MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
BGIOSGA037364-PA              MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
OS12T0476200-01               MAGLSLQHPWAFAFGLLGNLISFTTYLAPIPTFYRIYKSKSTEGFQSVPYVVALFSAMLW	60
                              ************************************************************

Xa25(AGS56391.1)              IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
OsR498G1221587200.01.P01      IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
OsMH_12T0242300.1             IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
OsZS_12T0261500.1             IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
OsIR8_12T0123600.1            IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
BGIOSGA037364-PA              IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
OS12T0476200-01               IFYALIKSNEALLITINAAGCVIETIYIVMYLAYAPKKAKVFTTKILLLLNVGVFGVILL	120
                              ************************************************************

Xa25(AGS56391.1)              LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
OsR498G1221587200.01.P01      LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
OsMH_12T0242300.1             LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
OsZS_12T0261500.1             LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
OsIR8_12T0123600.1            LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
BGIOSGA037364-PA              LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
OS12T0476200-01               LTLLLSHGEQRVVSLGWVCVAFSVSVFVAPLSIIKRVIQSRSVEYMPFSLSLTLTLSAVV	180
                              ************************************************************

Xa25(AGS56391.1)              WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVI	240
OsR498G1221587200.01.P01      WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVV	240
OsMH_12T0242300.1             WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVV	240
OsZS_12T0261500.1             WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVI	240
OsIR8_12T0123600.1            WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVI	240
BGIOSGA037364-PA              WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVI	240
OS12T0476200-01               WFLYGLLIKDKYVALPNILGFTFGVVQMGLYVFYMNATPVAGEGKEGKGKLAAAEELPVV	240
                              ***********************************************************:

Xa25(AGS56391.1)              LNVGKLA-GTPDRSSGAVHVHSVPRSCAAEAA-AAEPEVLVDIPPPP--RAVEVAAV	293
OsR498G1221587200.01.P01      VNVSKLAAATPDRSSVAVHVHPVPRSCAAEAAAAAEPEVLVDIPPPP--RAVEVAAV	295
OsMH_12T0242300.1             VNVSKLAAATPDRSSVAVHVHPVPRSCAAEAAAAAEPEVLVDIPPPP--RAVEVAAV	295
OsZS_12T0261500.1             LNVGKLA-GTPDRSSGAVHVHSVPRSCAAEAA-AAEPEVLVDIPPPP--RAVEVAAV	293
OsIR8_12T0123600.1            LNVGKLA-GTPDRSSGAVHVHSVPRSCAAEAA-AAEPEVLVDIPPPP--RAVEVAAV	293
BGIOSGA037364-PA              LNVGKLA-GTPDRSSGAVHVHSVPRSCAAEAA-AAEPEVLVDIPPPP--RAVEVAAV	293
OS12T0476200-01               VNVGKLAAATPDRSTGAVHVHPVPRSCAAEAA-AAEPEVLVDIPPPPPPRAVEVAAV	296
                              :**.*** .*****: ***** ********** **************  ********



*****Xa27*****

Xa27(AFO69279.1)        MVDWAMHHYLLLANQQRHRALADVAVRRRQLLLDSGRVFMLLGAVILMHMLTTTGGGASS	60
OsMH_06T0377600.1       MADWAMHHYLLLANQQRHRALADVAVRRRQLLLDSGRVFMLLGAVILMHMLTTTGGGASS	60
OsIR8_06T0226800.1      MADWAMHHYLLLANQQRHRALADVAVRRRQLLLDSGRVFMLLGAVILMHMLTTTGGGASS	60
                        *.**********************************************************

Xa27(AFO69279.1)        GCTRGAEPCVALLLWLLGAALAMLSLVAGRFPVLAAAIAEELGDHLLGGLWSL	113
OsMH_06T0377600.1       GCTRGAEPCVALLLWLLGAALAMLSLVAGRFPVLAAAIAEELGDHLLGGLWSL	113
OsIR8_06T0226800.1      GCTRGAEPCVALLLWLLGAALAMLSLVAGRFPVLAAAIAEELGDHLLGGLWSL	113
                        *****************************************************



*****Xa3/Xa26*****

Xa3/Xa26(AYH53004.1)      -------MALVRLPVWIFVAALLIASSSTVPCASSPGPIASKSNGSDTDLAALLAFKAQL	53
OsMH_11T0447800.1         MHHTQPDMALVRLPVWIFVAALLIASSSTVPCASSLGPIASKSNSSDTDLAALLAFKAQL	60
OsIR8_11T0228900.1        -MHQSPNMALGSL---VCLSALLLIPLSTVSAASS--PGLTKSSNNDTDLTALLAFKAQF	54
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      SDPNNILAGNRTTGTPFCRRVGVSCSSHRRRRQRVTALELPNVPLQGELSSHLGNISFLF	113
OsMH_11T0447800.1         SDPNNILAGNWTTGTPFCRWVGVSCSSHRRRRQRVTALELPNVPLQGELSSHLGNISFLF	120
OsIR8_11T0228900.1        HDPDNILAGNWTPGTPFCQWVGVSCSRHQ---QRVVALELPNVPLQGELSSHLGNLSFLS	111
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      ILNLTNTGLAGSVPNEIGRLRRLELLDLGHNAMSGGILIAIGNLTRLQLLNLQFNQLYGP	173
OsMH_11T0447800.1         ILNLTNTGLTGSVPNKIGRLRRLELLDLGHNAMSGGIPAAIGNLTRLQLLNLQFNQLYGP	180
OsIR8_11T0228900.1        VLNLTNTGLTGLLPDDIGRLHRLELLDLGHNAMLGGIPATIGNLSRLQLLNLQFNQLSGR	171
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      IPAELQGLHSLGSMNLRHNYLTGSIPDDLFNNTPLLTYLNVGNNSLSGLIPGCIGSLPIL	233
OsMH_11T0447800.1         IPAELQGLHSLGSMNLRHNYLTGSIPDDLFNNTPLLTYLNVGNNSLSGLIPGCIGSLPIL	240
OsIR8_11T0228900.1        IPTELQGLRSLININIQTNYLTGLVPNDLFNHTPSLRRLIMGNNSLSGPIPGCIGSLHML	231
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      QHLNFQANNLTGAVPPAIFNMSKLSTISLISNGLTGPIPGNTSFSLPVLRMFAISKNNFF	293
OsMH_11T0447800.1         QHLNFQANNLTGAVPPAIFNMSKLSTISLISNGLTGPIPGNTSFSLPVLRWFAISKNNFF	300
OsIR8_11T0228900.1        EWLVLQHNNLTGPVPPSIFNMSRLTVIALASNGLTGPIPGNTSFSLPALQRIYISINNFT	291
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      GQIPLGLAACPYLQVIAMPYNLFEGVLPPWLGKLTSLNAISLGWNNLDAGPIPTELSNLT	353
OsMH_11T0447800.1         GQIPLGLAACPYLQVIAMPYNLFEGVLPPWLGRLTNLDAISLGGNNFDAGPIPTELSNLT	360
OsIR8_11T0228900.1        GQIPMGLAACPYLQTISMHDNLFEGVLPSWLSKLRNLTGLTLSWNNFDAGPIPAGLSNLT	351
BGIOSGA035687-PA          ------------------------------------------------------------	0
                                                                                      

Xa3/Xa26(AYH53004.1)      MLAVLDLSTCNLTGNIPADIGHLGQLSWLHLARNQLTGPIPASLGNLSSLAILLLKGNLL	413
OsMH_11T0447800.1         MLTVLDLTTCNLTGNIPADIGHLGQLSWLHLAMNQLTGPIPASLGNLSSLAILLLKGNLL	420
OsIR8_11T0228900.1        MLTALDLNGCNLTGAIPVDIGQLDQLWELQLLGNQLTGPIPASLGNLSSLARLVLNENQL	411
BGIOSGA035687-PA          --------------------------------MNQLTGPIPASLGNLSSLAILLLKGNLL	28
                                                           ****************** *:*: * *

Xa3/Xa26(AYH53004.1)      DGSLPATVDSMNSLTAVDVTENNLHGDLNFLSTVSNCRKLSTLQMDFNYITGSLPDYVGN	473
OsMH_11T0447800.1         DGSLPSTVDSMNSLTAVDVTENNLHGDLNFLSTVSNCRKLSTLQMDLNYITGILPDYVGN	480
OsIR8_11T0228900.1        DGSVPASIGNINYLTDFIVSENRLHGDLNFLSTFSNCRNLSWIYIGMNYFTGSIPDYIGN	471
BGIOSGA035687-PA          DGSLPSTVDSMNSLTAVDVTENNLHGDLNFLSTVSNCRKLSTLQMDLNYITGILPDYVGN	88
                          ***:*:::..:* ** . *:**.**********.****:** : :.:**:** :***:**

Xa3/Xa26(AYH53004.1)      LSSQLKWFTLSNNKLTGTLPATISNLTGLEVIDLSHNQLRNAIPESIMTIENLQWLDLSG	533
OsMH_11T0447800.1         LSSQLKWFTLSNNKLTGTLPATISNLTALEVIDLSHNQLRNAIPESIMTIENLQWLDLSG	540
OsIR8_11T0228900.1        LSGTLQEFRSHRNKLTGQLPPSFSNLTGLRVIELSDNQLQGAIPESIMEMENLLELDLSG	531
BGIOSGA035687-PA          LSSQLKWFTLSNNKLTGTLPATISNLTALEVIDLSHNQLRNAIPESIMTIENLQWLDLSG	148
                          **. *: *   .***** ** ::****.*.**:**.***:.******* :***  *****

Xa3/Xa26(AYH53004.1)      NSLSGFIPSNTALLRNIVKLFLESNEISGSIPKDMRNLTNLEHLLLSDNQLTSTVPPSLF	593
OsMH_11T0447800.1         NSLSGFIPSNTALLRNIVKLFLESNEISGSIPKDMRNLTNLEHLLLSDNKLTSTIPPSLF	600
OsIR8_11T0228900.1        NSLVGSIPSNAGMLKNAEHLFLQGNKFSGSIPKGIGNLTKLEILRLSNNQLSSTLPPSLF	591
BGIOSGA035687-PA          NSLSGFIPSNIALLRNIVKLFLESNEISGSIPKDMRNLTNLEHLLLSDNQLTSTVPPSLF	208
                          *** * **** .:*:*  :***:.*::******.: ***:** * **:*:*:**:*****

Xa3/Xa26(AYH53004.1)      HLDKIIRLDLSRNFLSGALPVDVGYLKQITIIDLSDNSFSGSIPDSIGELQMLTHLNLSA	653
OsMH_11T0447800.1         HLDKIVRLDLSRNFLSGALPVDVGYLKQITIMDLSDNHFSGRIPYSIGQLQMLTHLNLSA	660
OsIR8_11T0228900.1        RLESLIQLNLSQNFLSGALPIDIGQLKRINSMDLSRNRFLGSLPDSIGELQMITILNLST	651
BGIOSGA035687-PA          HLDKIIRLDLSRNFLSGALPVDVGYLKQITIIDLSDNSFSGSIPDSIGELQMLTHLNLSA	268
                          :*:.:::*:**:********:*:* **:*. :*** * * * :* ***:***:* ****:

Xa3/Xa26(AYH53004.1)      NEFYDSVPDSFGNLTGLQTLDISHNSISGTIPNYLANFTTLVSLNLSFNKLHGQIPEGGI	713
OsMH_11T0447800.1         NGFYDSVPDSFGNLTGLQTLDISHNSISGTIPNYLANFTTLVSLNLSFNKLHGQIPEGGV	720
OsIR8_11T0228900.1        NSIDGSIPNSFGNLTGLQTLDLSHNRISGTIPEYLANFTILTSLNLSFNNLHGQIPEGGV	711
BGIOSGA035687-PA          NEFYDSVPDSFGNLTGLQTLDISHNSISGTIPNYLANFTTLVSLNLSFNKLHGQIPEGGI	328
                          * : .*:*:************:*** ******:****** *.*******:*********:



Xa3/Xa26(AYH53004.1)      FANITLQYLVGNSGLCGAARLGFPPCQTTSPKR-NGHMIKYLLPTIIIVVGVVACCLYAM	772
OsMH_11T0447800.1         FANITLQYLEGNSGLCGAARLGFPPCQTTSPNRNNGHMLKYLLPTIIIVVGIVACCLYVV	780
OsIR8_11T0228900.1        FTNITLQSLVGNPGLCGVAHLGFSLCQTS--HKRNGQMLKYLPLAIFISVGVVACCLYVM	769
BGIOSGA035687-PA          FANITLQYLVGNSGLCGAARLGFPPCQTTSPKR-NGHMIKYLLPTIIIVVGVVACCLYAM	387
                          *:***** * ** ****.*:***  ***:  :: **:*:***  :*:* **:******.:

Xa3/Xa26(AYH53004.1)      IRKKANHQKISAGMADLISHQFLSYHELLRATDDFSDDSMLGFGSFGKVFKGQLSNGMVV	832
OsMH_11T0447800.1         IRKKANHQNTSAGKADLISHQLLSYHELLRATDDFSDDSMLGFGSFGKVFRGRLSNGMVV	840
OsIR8_11T0228900.1        IRKKVKHQENPADMVDTINHQLLSYHELAHATNDFSDDNMLGSGSFGKVFKGQLSSGLVV	829
BGIOSGA035687-PA          IRKKANHQKISAGMADLISHQFLSYHELLRATDDFSDDNMLGFGSFGKVFKGQLSNGMVV	447
                          ****.:**:  *. .* *.**:****** :**:*****.*** *******:*:**.*:**

Xa3/Xa26(AYH53004.1)      AIKVIHQHLEHAMRSFDTECRVLRIARHRNLIKILNTCSNLDFRALVLQYMPKGSLEATP	892
OsMH_11T0447800.1         AIKVIHQHLEHAMRSFDTECRVLRMARHRNLIKILNTCSNLDFRALVLQYMPKGSLEALL	900
OsIR8_11T0228900.1        AIKVIHQHLEHAMRSFDTECRVLRMARHRNLIKILNTCSNLDFRALVLQYMPNGSLEALL	889
BGIOSGA035687-PA          AIKVIHQHLEHAMRSFDTECRVLRIARHHNLIKILNTCSNLDFRALVLQYMPKGSLEALL	507
                          ************************:***:***********************:*****  

Xa3/Xa26(AYH53004.1)      ALRTREAIRLSREVGYYARCAMAMEYLHHEHYEVVLHCDLKPSNVLFDDDMTAHVADFGI	952
OsMH_11T0447800.1         HSEQGKQLGFLERLDIMLDVSMAMEYLHHEHYEVVLHCDLKPSNVLFDDDMTAHVADFGI	960
OsIR8_11T0228900.1        HSDQRMQLGFLERLDIMLDVSLAMEYLHHEHCEVVLHCDLKPSNVLFDDDMTAHVSDFGI	949
BGIOSGA035687-PA          HSEQGKQLGFLERLDIMLDVSMAMEYLHHEHYEVVLHCDLKPSNVLFDDDMTAHVADFGI	567
                                 : : ..:.     ::********* ***********************:****

Xa3/Xa26(AYH53004.1)      ARLLLGDDNSMISASMPGKVGYMAPEYGALGKASRKSDVFSYGIMLFEVFTGKRPTDAMF	1012
OsMH_11T0447800.1         ARLLLGDDNSMISASMPGTVGYMAPEYGTLGKASRKSDVFSYGIMLLEVFTAKRPTDAMF	1020
OsIR8_11T0228900.1        ARLLLVDDNS-ISASMPGTVGYMAPEYGALGKASRKSDVFSYGIMLLEVFTAKRPTDAIF	1008
BGIOSGA035687-PA          ARLLLGDDNSMISASMPGTVGYMAPEYGALGKASRKSDVFSYGIMLFEVFTGKRPTDAMF	627
                          ***** **** *******.*********:*****************:****.******:*

Xa3/Xa26(AYH53004.1)      VGELNIRQWVHQAFPAELVHVVDCQLLHDGSS--SSNMHGFLVPVFELGLLCSADSPDQR	1070
OsMH_11T0447800.1         VGELNIRQWVQQAFPAELVHVVDCQLLQDGSSSSSSNMHDFLVPVFELGLLCSADSPEQR	1080
OsIR8_11T0228900.1        VGELNIRQWVLQAFPANLVHVVDGQLLQDSSSS-TSSIDAFLMPVFELGLLCSSDSPEQR	1067
BGIOSGA035687-PA          VGELNIRQWVHQAFPAELVHVVDCQLLHDGSS--SSNMHGFLVPVFELGLLCSADSPDQR	685
                          ********** *****:****** ***:*.**  :*.:. **:**********:***:**

Xa3/Xa26(AYH53004.1)      MAMSDVVVTLKKIRKDYVKLMATTENAVQQ------------------------------	1100
OsMH_11T0447800.1         MAMSDVVLTLNKIRKDYVKLMATTVSVVQQ------------------------------	1110
OsIR8_11T0228900.1        MVMSDVVVTLKKIRKESNSSDTDLSALLALKAQLSDPNNILHLAGNWTVGTPFCHVRAGL	1127
BGIOSGA035687-PA          MAMSDVVVTLKKIRKDYVKLMATTENAVQQ------------------------------	715
                          *.*****:**:****:  .  :     :                                

Xa3/Xa26(AYH53004.1)      ----	1100
OsMH_11T0447800.1         ----	1110
OsIR8_11T0228900.1        ALFG	1131
BGIOSGA035687-PA          ----	715
                              



*****Xa4*****

Xa4(AQQ72929.1)               ------------------------------------------------------------	0
Xa4(AQQ72925.1)               ------------------------------------------------------------	0
OsR498G1120759300.01.P01      ------------------------------------------------------------	0
OsMH_11T0447000.1             MAQGVMLWYDDLVAVLVLSVLVPTSTAANCGRKCGDVRIPYPFGIGVDCAWPGFDVSCNH	60
OsIR8_11T0228700.1            ------------------------------------------------------------	0
BGIOSGA040460-PA              ------------------------------------------------------------	0
OS11T0691050-00               ------------------------------------MNSKTSMGTSV---------SM--	13
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	0
Xa4(AQQ72925.1)               ------------------------------------------------------------	0
OsR498G1120759300.01.P01      ------------------------------------------------------------	0
OsMH_11T0447000.1             SFSPPRPYYRDAEIVSISVEAGEMRVYSPVVSQCYNSSNTTDSDGFEFLQLNITNTPFLV	120
OsIR8_11T0228700.1            ------------------------------------------------------------	0
BGIOSGA040460-PA              ------------------------------------------------------------	0
OS11T0691050-00               ----QHP-----------------------------------------------------	16
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	0
Xa4(AQQ72925.1)               ------------------------------------------------------------	0
OsR498G1120759300.01.P01      ------------------------------------------------------------	0
OsMH_11T0447000.1             APERNEFTAIGCATLAWLWGRDDGSYLTGCISTCASLATAAKDREPCTGLGCCQVPSIPA	180
OsIR8_11T0228700.1            ------------------------------------------------------------	0
BGIOSGA040460-PA              ------------------------------------------------------------	0
OS11T0691050-00               ----MRRTTLSCRICDWTMIS---------------------------------------	33
                                                                                          

Xa4(AQQ72929.1)               --------------------------------------MAAAAALSAVAPGQRPADCPSE	22
Xa4(AQQ72925.1)               --------------------------------------MAAAAALSAVAPGQRPADCPSE	22
OsR498G1120759300.01.P01      --------MAKNVMRLA---------ILAMAQLVL------LW---PATTAGQRAGCPSK	34
OsMH_11T0447000.1             NLSVLNISLGTGIANVAWEESPCSYAFVAEKHWYLIHAMAAAAALSAVAPGQRPADCPSE	240
OsIR8_11T0228700.1            --------MAKNVMRVA---------VLAMPQQLIIVL-LLLFHATAAAAGGQRAGCSSK	42
BGIOSGA040460-PA              --------------------------------------MAAAAALSAVAPGQRPADCPSE	22
OS11T0691050-00               ------------FTDAFWPSVPSPL-----------------------------------	46
                                                                                          

Xa4(AQQ72929.1)               CGGVDIPYPFGV---DNCSWPGPDDFTIICKY----SRPYYRGAEIVNISVEAGEMRVYS	75
Xa4(AQQ72925.1)               CGDVDIPYPFGV---DNCSWPGPDDFDVSCNHSFSPPRPYYRDAEIVSISVEAGEMRVYS	79
OsR498G1120759300.01.P01      CGDVDIPSPFGVG--DDCAWPGPDNFTVTCNHSFSPPRPYYLNIEIMNISVAAGEMRVYS	92
OsMH_11T0447000.1             CGDVDIPYPFGV---DNCSWPGPDDFDVSCNHSFSPPRPYYRDAEIVSISVEAGEMRVYS	297
OsIR8_11T0228700.1            CGDVDIPFPFGVGVGVDCALPG---FNVSCNHSFTPPRPYSGNVEIMDISLEAGEMRVYT	99
BGIOSGA040460-PA              CGGVDIPYPFGV---DNCSWPGPDDFTIICKY----SRPYYRGAEIVNISVEAGEMRVYS	75
OS11T0691050-00               ------------------------------------------------------------	46
                                                                                          

Xa4(AQQ72929.1)               PVVSQCYNSSNTTDSDGFEFLQLNITNTPFLVAPERNEFTAIGCATLAWLWGRDDGSYLT	135
Xa4(AQQ72925.1)               PVVSQCYNSSNTTDSDGFEFLQLNITNTPFLVAPERNEFTAIGCATLAWLWGRDDGSYLT	139
OsR498G1120759300.01.P01      PVVSQCYNSSNTTDSDRFELLQLNVTDTPFLVAPERNEFTAIGCATLGWLQGRDDGNYLT	152
OsMH_11T0447000.1             PVVSQCYNSSNTTDSDGFEFLQLNITNTPFLVAPERNEFTAIGCATLAWLWGRDDGSYLT	357
OsIR8_11T0228700.1            DVVSDCYTSDSTTEYEGKASSQVD-LGTPFLFARSRNEFTAIGCATLAWLQGRDDGSYLT	158
BGIOSGA040460-PA              PVVSQCYNSSNTTDSDGFEFLRLNITNTPFLVAPERNEFTAIGCATLAWLWGRDDGSYLT	135
OS11T0691050-00               ---------------ELMDFLKAISFTNSYLPLPYRP---HRRCPSR---------SWFS	79
                                             :     :     . :*    *       * :          .:::

Xa4(AQQ72929.1)               GCISTCASLATAAKDREPCTGLGCCQVPSIPANLSVLNISLGTGIAN-VAWEESPCSYAF	194
Xa4(AQQ72925.1)               GCISTCASLATAAKDREPCTGLGCCQVPSIPANLSVLNISLGTGIAN-VAWEESPCSYAF	198
OsR498G1120759300.01.P01      GCISTCASLETATDDGEPCTGLGCCHVPSIPPNLGILNISLGRSIGNRPAWTESPCSYAF	212
OsMH_11T0447000.1             GCISTCASLATAAKDREPCTGLGCCQVPSIPANLSVLNISLGTGIAN-VAWEESPCSYAF	416
OsIR8_11T0228700.1            GCISTCASLDEAAHDDEPCAGLGCCHVPSIPPNLDILNISLSGSIGN-PAWRESPCSHAF	217
BGIOSGA040460-PA              GCISTCASLATAAKDRDPCTGLGCCQVPSIPANLSVLNISLGTGIAN-VAWEESPCSYAF	194
OS11T0691050-00               SCLLSCQAAPA-------------------------------------------------	90
                              .*: :* :                                                    

Xa4(AQQ72929.1)               VAEKHWYNFNRQDFERD-GKSFEHRDEKMVVPTVLDWAIRKNGSCPSTGQGAPACKSEHS	253
Xa4(AQQ72925.1)               VAEKHWYNFNRQDFGPR-SKSFEHRDGKMVVPTVLDWAIRKSGSCPSTGQGAPACKSEHS	257
OsR498G1120759300.01.P01      MAEQGWYSFSRQDFSHAGSKSFVESDGGRSVPTVLDWAIRRNGLCSS-ATGAPACVSAHS	271
OsMH_11T0447000.1             VAEKHWYNFNRQDFGPR-SKSFEHRDGKMVVPTVLDWAIRKSGSCPSTGQGAPACKSEHS	475
OsIR8_11T0228700.1            MAEQGWYNFSRQDFSRAGSKSFVNRTGHRSVPTVLDWAIRENGLCSS-ATGAPACVSAHS	276
BGIOSGA040460-PA              VAEKHWYNFNRQDFERD-GKSFEHRDEKMVVPTVLDWAIRKNGSCPSTGQGAPACKSEHS	253
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          



Xa4(AQQ72929.1)               ECVNATNGKGYLCNCSRGYAGNPYRD--DGCKNINECKE---------PSITCYGGSTCQ	302
Xa4(AQQ72925.1)               ECVNATNGMGYLCNCSRGYAGNPYRV--DGCKNINECKE---------PSITCYGGSTCQ	306
OsR498G1120759300.01.P01      YCVNATNGEGYLCNCSAGYSGSPYVTG--GCININECELWRE------------------	311
OsMH_11T0447000.1             ECVNATNGMGYLCNCSRGYAGNPYRV--DGCKNINECKE---------PSITCYGGSTCQ	524
OsIR8_11T0228700.1            SCVNATNGEGYRCNCSAGYAGNPYVSGDGGCTNIDECELRRAEPAKYKEVYPCYAHSTCH	336
BGIOSGA040460-PA              ECVNATNGKGYLCNCSRGYAGNPYRD--DGCKNINECKE---------PSITCYGGSTCQ	302
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               DTDGSYECKCQFGYRGDGRKNESQKGRCQPIIPAAIANAIAIVCIVIVLLGLFWLPKRWK	362
Xa4(AQQ72925.1)               DTDGSYECKCQFGYTGDGRKNESQKGRCRPIIPATIANAIAIVCIVIVLLGLFWLPKRWK	366
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             DTDGSYECKCQFGYTGDGRKNESQKGRCRPIIPATIANAIAIVCIVIVLLGLFWLPKRWK	584
OsIR8_11T0228700.1            DTDGGYDCKCHFGRRGDGKLS---DNGCRSIIPAPYVATIATVCFVVFLLALVWLHKRWK	393
BGIOSGA040460-PA              DTDGSYECKCQFGYRGDGRKNESQKGRCQPIIPAAIANAIAIVCIVIVLLGLFWLPKRWK	362
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               RRVFFDNNGGRLLKDMDIIVFTEKELNKITNKKRTRIGEGAFGEVYKGNHNNQPVAVKYS	422
Xa4(AQQ72925.1)               RRVFFDNNGGRLLKDMDIIVFTEKELNKITNKKCTKIGEGAFGEVYKGNHNNQPVAVKYS	426
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             RRVFFDNNGGRLLKDMDIIVFTEKELNKITNKKCTKIGEGAFGEVYKGNHNNQPVAVKYS	644
OsIR8_11T0228700.1            RGWFFHNNGGRLLQDMDITIFSEKELENITGKKKIKIGQGYFGTVYKGTHNDQPVAVKCA	453
BGIOSGA040460-PA              RRVFFDNNGGRLLKDMDIIVFTEKELNKITNKKRTKIGEGAFGEVYKGNHNNQPVAVKYS	422
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               IAKNMTQTHY--KDVVESINQNVFQTVFRQSKVPPSTPGQNAVVNEIKVQLQIRHPNIVR	480
Xa4(AQQ72925.1)               ITKNMTQTHY--KDV-ESVNQNVFQTVFRQSKVPPSTPGQNAVVNEIKAQLQIRHPNIVR	483
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             ITKNMTQTHY--KDV-ESVNQNVFQTVFRQSKVPPSTPGQNAVVNEIKAQLQIRHPNIVR	701
OsIR8_11T0228700.1            IINVAARKLRGKGRLMNLINAFFCSKAPVPKQVPALTPGENAVVNEIKIHLQVRHTNLVR	513
BGIOSGA040460-PA              IAKNMTQTHY--KDVVESINQNVFQTVFRQSKVPPSTPGQNAVVNEIKVQLQIRHPNIVR	480
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               LIGCCMETEVPMLVFEFIPNGSLETVLHGIDRCSLSLQQRLDIAIGSAEALAYMHWHGHH	540
Xa4(AQQ72925.1)               LIGCCMETEVPMLVFEFIPNGSLETVLHGIDRCRLSLHQRLDIAIGSAEALAYMHWHGHH	543
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             LIGCCMETEVPMLVFEFIPNGSLETVLHGIDRCRLSLQQRLDIAIGSAEALAYMHWHGHH	761
OsIR8_11T0228700.1            LIGCCMEKESPQLVLEFIPNGSLEDMLHGAKQRALSLPERLDIAIGSAEALAYMHSHGLK	573
BGIOSGA040460-PA              LIGCCMETEVPMLVFEFIPNGSLETVLHGIDRCSLSLQQRLDIAIGSAEALAYMHWHGHH	540
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               QIIHGDIKPGNILLGDNLMPKVSDFGSSELTLKVKRAGKWNVYADMNYIDPVYIKTGDFT	600
Xa4(AQQ72925.1)               QIVHGDIKPGNILLGDNLMPKVSDFGSSELTLKVKRARKWNVYADMNYIDPVYIETGDFT	603
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             QIVHGDIKPGNILLGDNLMPKVSDFGSSELTLKVKRARKWNVYADMNYIDPVYIETGDFT	821
OsIR8_11T0228700.1            SIIHGDVKPGNILLDDNLIPKVSDFGSAELVLKIKHQR-RTVLGDYDYIDPTYTSTGYFT	632
BGIOSGA040460-PA              QIIHGDIKPGNILLGDNLMPKVSDFGSSELTLKVKRAGKWNVYADMNYIDPVYIKTGDFT	600
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               DKSDVYSFGVVLLELITRKKAKYD-DRSLPVEFVSHYEDEDTRRKMYDQDMLPTEASHPH	659
Xa4(AQQ72925.1)               DKSDVYSFGVVLLELITRKKAKYD-DRSLPVEFVNHYEDEDTRRKMYDQDMLSTETLHPH	662
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             DKSDVYSFGVVLLELITRKKAKYD-DRSLPVEFVNHYEDEDTRRKMYDQDMLSTETLHPH	880
OsIR8_11T0228700.1            DKSDVYSFGVVLLELITRKKPIYASNKSLIVEFIKYKKDQQQWRGIYDQELLSTEALETH	692
BGIOSGA040460-PA              DKSDVYSFGVVLLELITRKKAKYD-DRSLPVEFVSHYEDEDTRRKMYDQDMLPTEASHPH	659
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               CMECLDRMADIVLRCLENEVGKRPTMAEVLEELKKLLPLLTTTP-----VELV-------	707
Xa4(AQQ72925.1)               CMECLDRMADIVLRCLENEVGKRPTMVEVLEELKKLMPLLTTTP-----VELV-------	710
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             CMECLDRMADIVLRCLENEVGKRPTMVEVLEELKKLMPLLTTTP-----VELV-------	928
OsIR8_11T0228700.1            SIACIDRFAAIAVRCLKRIVEKRPTMAEVVEELKQLRASVHADLLTATHVEPLREDFGHA	752
BGIOSGA040460-PA              CMECLDRMADIVLRCLENEVGKRPTMAEVLEELKKLLPLLTTTP-----VELV-------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          



Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      ------------------------------------------------------------	311
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            GSKRFVNRDGHKRVPTVLDWAIRENGSCSGSVAPACVSDHSHCNNSNNGEGYICKCSEGY	812
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      --------------------------GPAMYPCYSGSRCYDTEGGYKCKCRFPHRGDGTG	345
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            DGNPYLKGNGGCIDIDECHLRTKSSIYGQLYPCYNGSRCQNTDGGYKCICRFPHRGDGTG	872
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      KGCKPIIPLRIVATLATVCAMVALLGLAWFIRCEHKAWEQRGFFESNGGQLLKDMGVTTF	405
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            KGCKPIIPLRIVATLATVCAMVALLGLAWFIRCEHKAWEQRGFFESNGGQLLKDMGVTTF	932
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      TQEQLDTITNKKRTKIGKGTFGEVYKGLHDDQEVAVKYSTAKSSIRRGKYEFVKEMAFRK	465
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            TQEQLDTITNKKRTKIGKGTFGEVYKGLHDDQEVAVKYSTAKSSIRRGKYEFVKEMAFRK	992
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      SISSNGDGTLGQKASVNEIIVQSQMQHDNVVRLIGCCMETEVPMLVFEFIPNGSLETVLH	525
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            SISSNGDGTLGQKASVNEIIVQSQMRHDNVVRLIGCCMETEVPMLVFEFIPNGSLETVLH	1052
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      GPDLRALSLPERLDIAIGSAAALAYMHSLGLQSIIHGDVKPANILLGKDLVPKVSDFGSS	585
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            GPDLWALSLPERLDIAIGSAAALAYMHSLGLQSIIHGDVKPANILLGKDLVPKVSDFGSS	1112
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      KLGLATKEVCADKNYIDPVCMKTNIVTQKSDVYSFGIVLIELITRKKAKYDGRNVQSDFV	645
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            KLGLATKEVCADKNYIDPVCMKTNIVTQKSDVYSFGIVLIELITRKKAKYDGRNVQSDFV	1172
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          

Xa4(AQQ72929.1)               ------------------------------------------------------------	707
Xa4(AQQ72925.1)               ------------------------------------------------------------	710
OsR498G1120759300.01.P01      NCHTDNNARREMYDQDMLHTDAHSLQPDQCIECLDTMAAIAVRCLKDDVDERPTMAEVLE	705
OsMH_11T0447000.1             ------------------------------------------------------------	928
OsIR8_11T0228700.1            NCHTDNNARREMYDQDMLHTDAHSLQPDQCIECLDTMAAIAVRCLKDDVDERPTMAEVLE	1232
BGIOSGA040460-PA              ------------------------------------------------------------	707
OS11T0691050-00               ------------------------------------------------------------	90
                                                                                          



Xa4(AQQ72929.1)               -------------	707
Xa4(AQQ72925.1)               -------------	710
OsR498G1120759300.01.P01      ELKQLRASNELMV	718
OsMH_11T0447000.1             -------------	928
OsIR8_11T0228700.1            ELNQLRASNELMV	1245
BGIOSGA040460-PA              -------------	707
OS11T0691050-00               -------------	90
                                           



*****Xa5*****

Xa5(AHC94895.1)         MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALGNQVRSKVSIK	60
OsMH_05T0006000.1       MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALENQVKSKVSIK	60
OsZS_05T0006500.2       MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALENQVKSKVSIK	60
OsIR8_05T0004700.2      MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALENQVKSKVSIK	60
BGIOSGA019022-PA        MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALENQVKSKVSIK	60
OS05T0107700-01         MATFELYRRSTIGMCLTETLDEMVSSGTLSPELAIQVLVQFDKSMTEALENQVKSKVSIK	60
                        ************************************************* ***:******

Xa5(AHC94895.1)         GHLHTYRFCDNVWTFILTEASFKNEETTELVGKVKIVARDSKLLSQ	106
OsMH_05T0006000.1       GHLHTYRFCDNVWTFILTEASFKNEETTEQVGKVKIVACDSKLLSQ	106
OsZS_05T0006500.2       GHLHTYRFCDNVWTFILTEASFKNEETTEQVGKVKIVACDSKLLSQ	106
OsIR8_05T0004700.2      GHLHTYRFCDNVWTFILTEASFKNEETTEQVGKVKIVACDSKLLSQ	106
BGIOSGA019022-PA        GHLHTYRFCDNVWTFILTEASFKNEETTEQVGKVKIVACDSKLLSQ	106
OS05T0107700-01         GHLHTYRFCDNVWTFILTEASFKNEETTEQVGKVKIVACDSKLLSQ	106
                        ***************************** ******** *******



*****xa41*****

xa41(t)(B8BKP4.1)             MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
OsR498G1120210200.01.P01      MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
OsMH_11T0289200.1             MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
OsZS_11T0301600.1             MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
OsIR8_11T0142700.1            MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
BGIOSGA033930-PA              MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
OS11T0508600-01               MAGMSLQHPWAFAFGLLGNIISFMTYLAPLPTFYRIYKSKSTQGFQSVPYVVALFSAMLW	60
                              ************************************************************

xa41(t)(B8BKP4.1)             IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
OsR498G1120210200.01.P01      IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
OsMH_11T0289200.1             IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
OsZS_11T0301600.1             IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
OsIR8_11T0142700.1            IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
BGIOSGA033930-PA              IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
OS11T0508600-01               IYYALLKSDECLLITINSAGCVIETIYIAVYLVYAPKKAKMFTAKLLLLVNVGVFGLILL	120
                              ************************************************************

xa41(t)(B8BKP4.1)             LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
OsR498G1120210200.01.P01      LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
OsMH_11T0289200.1             LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
OsZS_11T0301600.1             LTLLLSTGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
OsIR8_11T0142700.1            LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
BGIOSGA033930-PA              LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
OS11T0508600-01               LTLLLSAGDRRIVVLGWVCVGFSVSVFVAPLSIIRLVVRTKSVEFMPFSLSFSLTISAVV	180
                              ******:*****************************************************

xa41(t)(B8BKP4.1)             WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
OsR498G1120210200.01.P01      WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
OsMH_11T0289200.1             WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
OsZS_11T0301600.1             WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
OsIR8_11T0142700.1            WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
BGIOSGA033930-PA              WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
OS11T0508600-01               WFLYGLLIKDKYVALPNVLGFSFGVIQMGLYAMYRNSTPKAVLTKEVEAATATGDDDHSA	240
                              ************************************************************

xa41(t)(B8BKP4.1)             AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPQEDDKAAAATAAAVAGAGEKK	300
OsR498G1120210200.01.P01      AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPQEDDKAAA-TAAAVAGAGEKK	299
OsMH_11T0289200.1             AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPEEDDKAAAATAAAVAGAGEKK	300
OsZS_11T0301600.1             AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPQEDDKAAA-TAAAVAGAGEKK	299
OsIR8_11T0142700.1            AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPQEDDKAAA-TAAAVAGAGEKK	299
BGIOSGA033930-PA              AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPQEDDKAAAATAAAVAGAGEKK	300
OS11T0508600-01               AGVKEHVVNIAKLSAAVDVVKTREVHPVDVESPPAEAPPEEDDKAAAATAAAVAGAGEKK	300
                              ***************************************:******* ************

xa41(t)(B8BKP4.1)             VAA	303
OsR498G1120210200.01.P01      VAA	302
OsMH_11T0289200.1             VAA	303
OsZS_11T0301600.1             VAA	302
OsIR8_11T0142700.1            VAA	302
BGIOSGA033930-PA              VAA	303
OS11T0508600-01               VAA	303
                              ***
