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Figure S1. Collision-induced fragmentation of Conopressin ba 1a from C. bayani illustrating
arrangements of ‘y’ and ‘b’ ions from the parent ion (reduced and alkylated) 638.4 [M+H]

Intensity x10%

Intensity x10%

g +MS2(638.4), 44.3-44.4min #2674-#2682
y 58
81| ba_contig_53 77(638.3), | 1023.5 | EYITNCPRG-NH2 771.4
78(1275.5)
ﬁ_
y7
364.2 884.5
4]
3921 505.2 v4 670.4
n y3 556.3 . 7
328.3 ;
b4 b5 b6
606(3 720.3 931.3 948.3
0 L N ullle 1 R
+MS2(1275.5), 44.4-44.6min #2678-#269p 59
6_
1258.6
5_
b7
4 1201.6
% 1166 | 1231
2_
754.4
" 5393 653.4 313
71. 67.5 l 11745

ol | o L t 1918‘1“..1 . 104??; LWLl

200 400 1000 1200 miz



Figure S2. Native reduced alkylated spectrum of conopressin ba 1a and Conopressin ba 1b
showing 252 Da increase in mass confirming two cysteine residues.
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Figure S3. Spectrum showing all three native conopressin from the venom of C. bayani
(Conopressinba 1a, Conopressinba 1b and Conopressinba 1c¢)
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Figure S4. Spectrum showing native conopressin ba 1d from the venom of C. bayani

| ba_contig_53 | Mass Found | §81.2 | CFLGNCLN | C.BAYACRUDE WATER ZIP TIP 2 0:08 MS Raw

3 4
2 4 881.271
*
=y
]
c
2
=

1 4

907.219
923.211
A My s A I ;;n
0L T T T T T T T T T T T T T T T T T
840 860 880 900 920 940 960 980 1000



Figure S5 Collision-induced fragmentation of T superfamily conotoxinbaSb from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion (reduced and alkylated)
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Figure S6. Native reduced alkylated spectrum of L superfamily conotoxin showing 504 Da
increase in mass confirming four cysteine residues.
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Figure S7: Collision-induced fragmentation of P- superfamily conotoxinba9a from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion (reduced and alkylated)
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Figure S8: Collision-induced fragmentation of M- superfamily conotoxin ba3a from C.

bayani illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion (reduced and
alkylated) 1141.61 [M+2H]*?
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Figure S9: Collision-induced fragmentation of U- superfamily conotoxin ba2281 from C.
bayani illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion (reduced and
alkylated) 1213.65 [M+3H]*?
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Figure S10: Collision-induced fragmentation of H- superfamily conotoxinbal560.9 from C.
bayani illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 780.79 [M+2H]*?
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Figure S11. Collision-induced fragmentation of linearconotoxinba606.2 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 606.19 [M+H]
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Figure S12 Collision-induced fragmentation of linearconotoxinba818.3 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 818.27 [M+H]
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Figure S13 Collision-induced fragmentation of linearconotoxinba731.3 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 731.28 [M+H]
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Figure S14 Collision-induced fragmentation of linearconotoxinba648.2 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 648.29 [M+H]
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Figure S15 Collision-induced fragmentation of linearconotoxinba745.2 from C. bayani

illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 745.27 [M+H]
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Figure S16 Collision-induced fragmentation of linearconotoxinba561.1 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 561.17 [M+H]
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Figure S17 Collision-induced fragmentation of linearconotoxinba416.9 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 416.99 [M+H]
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Figure S18 Collision-induced fragmentation of linearconotoxinba534.2 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 534.26 [M+H]
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Figure S19 Collision-induced fragmentation of acetylated linearconotoxinba774.7from C.

bayani illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 859.24 [M+H]
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Figure S20 Collision-induced fragmentation of acetylated linearconotoxinba558.3 from C.

bayani illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 643.37 [M+H]
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Figure S21 Collision-induced fragmentation of linearconotoxinba998.2 from C. bayani
illustrating arrangements of ‘y’ and ‘b’ ions from the parent ion 998.29 [M+H]
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Diversity of conopeptides and conoenzymes from the venom duct of the marine cone snail

Conus bayani as determined from transcriptomic and proteomic analyses
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Supplementary Table 1: Conotoxins sequenced from C. bayani venom duct transcriptome analysis with their possible cysteine frameworks
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Contig Sequence derived from NGS Cysteine
Framework/Note

O1 Superfamily

ba_contig_1 MATHRY GRLRQKKREEHRRGMVRRQTSFRSRRCWCTIGYSRK -

ba_contig_2 MKLTCALIVAVLFLTACQLIATDDSRGMQKHLAKRSRAKMLNYRLTRSCDPPGYECERLENNCCDACKIRENNPNVCSNE VIVII

ba_contig_3 MQNSKGAKSTRDCSPSGDGCHTRTCCPGLRCSGPQQAQVCH VIV

ba_contig_4 MKLTCALIVAVLFLTACQLIATDDSRGMQKHLAKRSRAKRLNYRLTRSCDPPGQECERLENNCCHACKIREKNPNVCSNE VIVII

b a_conti g_S MKLSVVIIAALFLTACQLVTARNHARYLWESPRRKMQRTWEGKEVQPCKGPGSWCGGEEVPTECCEVCVFGWCT VI/vVII

b a_conti g_6 MKLTCVVIVAVLLLTACQLITADDSRGTQKHRALRSTTNLSMSTRCKPPGSKCTPTVYNCCTSCNPYSHKCRTPWG VI/vVII

ba_contig_7 MYLLLGWVGGSGPYCSFMFMEHTFPAEWYQQGCRLYVGCVTVSCCLSY VSDCLRLLPLSLVLSLHCIGNW VIVII

02 Superfamily

ba_contig_8 MRGSRQCTPKGQPCEEDGECCSNLECKCFTRPDCTSGYKCKD XV

b a_conti g_9 MEKLTMLILVAAAVLSIQVTAGGDGEKPLMGRITRNAANGLSALMRGKRCKGYHAECERDSECCSGDCHCLNAADCAGFTHKCR XV

ba_contig_10 MEKLTILLLVAALLMSTQALIQGGGERRKRVTNKCGPKPVAECWWDDECKGWSNYCGQSPEECCSADCAFYCKLW VI/VII

ba_contig_11 MKKLIILLLVAAVLLSTQAWIQSDGEKRQKVKVKFLSKRKPSVMSWWGSKCNIFLMGCKVHADCCSNNCEGHCRLW VIVII

b a_conti g_] 2 MEKLIILVLVAAVLLSTHVLVRGEGDEPADRNAVPRDNQDGMSGKFIRVLSGTCCMGYDCWCPRKPV -
MSTQALIEGDGEKKGQKAKINFLTARNLLGNKKARGRCIGLSNYCGPWNNPPCCSRWICESRYCDFPNVLS VIVII

ba_contig_13

M superfamily

ba_contig_14

MMSKLGVLLTICLLLSPLTALPLDGDQPAERLQDDNSAAQNHWFDHVKRCCPWPCNNGCEPCCG

1

ba_contig_15

MATFQLDAERPAERYLGNKQNLNRDERMRIISSTLKQRDCCKEEWCDGGCYCCV

III

ba_contig_16

MSNLGVVLFIFLVLFPMTTFQLDGDQSADRRADERGQGLTEQYRDLRGLKRSGGLPNSIWSKC




ba_contig_17

MEYADWLANTYQNVNAISLGGKRFVMLKMGV VLFIFLVLFPMATFQLDAERPAEHLGNKQNLNRDERMRIISFALKQWGCCDTGWCDAGCGCCV

1

ba_contig_18

MSKLGVVLFIVLVLFPMATLQQDGDQSADRRADERGQGLTEQYRSLRALRLSGADPNSIT

ba_contig_19

MSNTATWTFSHTSQTFPGLITPPARRQETVNATATPRADSHSY VKKGGKRFVMLKIGVMLSIILVLFPLATLQLVAERPAAERY AENKQDLNPDERRNYLVDLGVER
TCCTACNIPPCKCCA

1

ba_contig_20

MSKLGVALFTFLLLFPLATLQPIGGQLADRNAEPRAGNPDGMY GFLMRIWNRDPRDDDDDDCPWCG

ba_contig_21

MSNIGIVVLIFLVLFPLATAQLDADQPADLEGEKRGGWLPKMYQQMKEVLNRGTRCGGYCTDDVCCKRSFLKGMALIAAEDKRRRTAMGQ

ba_contig_22 MMWKLGVVLLIFLVLLPLTAPRQDGDGMAY TGRHVLHRMKNALKITKRDCGERDEPCCVNSSGVKYCESPWSCMHTTLLCEQN XXXII
H Superfamily
ba_contig_23 MKTSGRLLFLCLAVGLLLESQAHPIADAEDATRNVGSDGTSVELSEILERGQDSSAEKGQRQNDHDVDESGHDIPFPS Linear
ba_contig_24 MKTSGRLLFLCLAVGLLLESQAHPIADADDATRNVGSVETSVELPEVLERGQDSSAEKGQRKATPYDHRYGVPWPTSADIPDYRSLSGGR Linear
ba_contig_25 MNPAGRLLLLGLALGLLFESLGKPMADDVHAERDTDPGDKAPRAISAER ADVPCGDGTCTFGCCENGICKELNCLDVSNTESSWKRWSLSGSR VIVII
ba_contig_26 MSASGRLLFVCLTLGLVFALLGNPIPDVGDAARDAGPDGGSLERSETIEGRQATLSERNTRNRDVPACPEPPAPNPPENTNCENPVC 0dd cysteine
G Superfamily
ba_contig_27 MNCLQLLLVLLLISTITALYPDGWATLRRGKTIRRMSNLLNIQKRKCPDNCPSTCPERDECCDGDSCLYNSYMRKYYCYDCGSGGPN XIIT
ba_contig_28 MKCLQLLLVLLLISTIAALYQDGRATQRRDGNIRTMSDLLNIQKRECSSDCVAECPNGNECCDGDLCV YSSVLETY YCIGCGSGGGE XIIT
P Superfamily
ba_contig_29 MHLSLARSAGLMWLLLFAVGNFVGVQPGQITRDVDNGQLADNRRNLQSLRKPMTLFKSLNKRVSCGEYCGDYGDCPSSCPTCTSNLLKCM X
I-1 Superfamily
ba_contig_30 MMLSVTFLLILMILPSVTGEKSSEHTLRRLKLARIFRGGCSEIGEGCGHHFDCCGDMCCFHGTCAVSATGLGCDHF XI
ba_contig_31 MSRSGMALLVFLLLLSLVTNLQGKGEGQTMHQNKHRQTVRKLMTLRRTQKRNACELDSSTGDDCTGTQICCNEPGSMSGECKETDECPDRRR VIVII
ba_contig_32 MKLFMTFLLLLMILPLCQSSGLRQLLATNRFGSKDKPRSAVSKRCSGNPCSTERKCCKGYFCGEGKCLSRQRGTFRNGK VIVII
ba_contig_33 MKTVAVFLVVALAVAYGQFFCPSSKDEPLNCIETMASTPTCMKSTADESLSY ACGYCGKKKETCSGDKVPVSNYNCQIRKIPNPCGGPAL XXIT
12 Superfamily
ba_contig_34 MMCRLTSLCCLLVIVLLNSAVDGIPCNEGGGWCSTHMWCCDLFHVCCDSPGQAVCKTDSECSWPHIPQNRGALY TRFFRR XI
ba_contig_35 MVRRTSVSCCVLLVIVLLNLGSAIMVQKKQKIVCDQEEMFCTIDGECCLHECCLGKCSSPCIPGKRALRDDLLSFIRQR XI
I3 Superfamily
ba_contig_36 MKLFLATVFILMLLSLNTGAETSDNRATRSATALRDRLLRPKRCQAQYENCWKNSQCCEEYCCTGASY CDHSIGRCDMGK XI
F superfamily
ba_contig_37 MQRGAVLLGVVALLALWSLAAADLYDWNDQDVRYMALYTQALMTVCARANKYIDNPWSMLSLEAFKEKSRYHAMVNEMVVCLNHYLQKRHEIP -
ba_contig_38 MMQRGAVLLGVVALLALWSLAAADLYDWNDQDVRYMALYTQALMTVCARANKYIDNPWSMLSLGAFQEKRLYHGMVNEMVVCLMNYLERRHEIP -
B1 Superfamily

MQLYTYLYLLVPLVALHLILGTGTLAHGGALTEDRSADAIAQKPEPALLQRSAARSTDDNGKDRSTERKRTTNKRRNAARRSQAEEMIIHK Linear

ba_contig_39

B2 Superfamily

ba_contig_40

MLRLIIAAVLATACLAFPQRRDGLPGEAANLKAFGQDMQGMQAMPGVMSAPLANMQPMQAMPGQFLPNFGMGFKRAADENLEKRKHHSKFQNE
NKSPFDSSADSLLGNFDLGKFLQENPDNIPFANTENANPADLGNFEPNAEGSKEGHFRFFDHQQ

Linear




Y Superfamily

ba_contig_41

MLKMPVLLLAILLLLPLATAQDDKRSQAHATQRRDAPPCAGSQSPCDEPAGQSCCGTLKCVSNRCCPTTDGC

XvII

L superfamily

ba_contig_42 MKLSVMFIVALVLSLSMTDGLPRRAENGGRIFRQHSPDSMDPQTRQIKTRTLCPEHCTNGCNMDMTCI X1V
A Superfamily
ba_contig_43 MRCLAFLVVTLLLVTAMTTAARLGPAYDGWDAAADDEASDPIVLAVRDGCCSTPPCIANHPELCG i
T Superfamily
ba_contig_44 MLCLPVFITLLLLVSPSAALPVESELQRDLTQDSPKDFRIREPLLLSKMFDRSCCGSSNTGSCCGRYQRGS v
U-Superfamily
ba_contig_45 MNRMGFFLMLTAAVLLTSLVCTEATPADESKVKRARWSRIEGSRLFRHRLPKSSQSTCPYCQISCCPPAYCQPSGCRGP VIVII
ba_contig_46 MNRMGFFLMLTAAVLLTSLVCTEAAPADEAKMERAQQSNRDRSRNPEKRCVDCRPGYKCCGVCTMNQCTGREIPKE VIVII
New S Superfamily
ba_contig_47 MSLLILVLLAISALTLHTDSTQGHDGGTDKSSRPMARAARDHVSPALFRKFR AR ANVRTSRIKRVQEDFPGGEEEEENDEWSDGRLQALLNKKIQNKFFKFQNLHKLIH Linear
Contulakin C-
Superfamily
ba_contig_48 MQATFLMMAMMMVWTAGPLSEGGKLNDVIRGLVPDNLTPRHVLHLTSIHHHDS VPGQICIWKVCPPSP -
Conkunitzin
ba_contig_49 MEGHRFAAVLILTICMLALGAGAFRLHGSRAEECSRAEALAKCYLPKDPGPCNARKPRYYFNRYLNTCQEFIY GGCHGNANRFY TMEDCLGCCLLSVCRQPAE -
— — PGLCNAYMERYYFDLDSYDCKPFIYGGCNGNDNKFHTYNECYGRCGLE
Conodipine
ba_contig_50 MKMLESALWILAVLALPRIAAQDSRTTELCKINSNGCSVQFDWVPCQEHFLPACDIHDNCYFCGAHFSLSRLNCDDAFLSDMIALCADGTDEESDCPAKRKRRE -
— — ASSMSTTPVRQLQLLEKLMGRNSLSDHDPRRPLPRSSTCTGWAQTY YNFVRWFGASNYNETPDATYCSDYEECMPEV
ba_contig_51 MKMLASVLWTMAALGVTWLLAEDSTSEQSCKRFSNGCSTPLPLPCQEYFRPACDRHDSCYQCGAHFGINRKQCDDAFSDHMHALCDELGLLGMCPARRK -
— — RQVASGRATPIARSTLLKRALPQKSSLNREARVFFAPTFCHEWATTY YSVVRMAGAGLFFETIFDPADCQGLEACMPDH
ba_contig_52 AVMMMMAMPVKADQCDDHPTVNGCTTPSFLDLQHEKTFTPACNRHDVCYGCGVKY GVTRTQCDEAFLRDMKEACRLERRRRKLTVNVNMDCPDMAN -
— — AFHTAVWAFGHSHYVDAGTPNSDCLEELDKSCLP
Conopressin/
Conophysin
ba_contig_53 MGRLTMALCWLLLLLLTTQACYITNCPRGGKRDVDDGLGVRPCMFCSFGQCVGPHICCGAGGCEIGTLEASTCHEENENPIPCHVFGDRCLLKHPGNVHGN 0dd cysteine
— — CVSPGVCCTDDTCSMHVGCL
ba_contig_54 MTRSALQMGRLTLVLCLLLQLVLVTQACFLGNCLNDGERDVDGREAMRPCKYCSFGQCVGPQICCGDRGCEMGSEEANKCREEDEDSTPCQVFGWPCTLN 0dd cysteine
— — NPGNTNGKCVANCIGICCVTDTCVVSSECQKESKSGIRVGCQRS
ba_contig_55 MKCSVLQMSRLSWAMCLMLLMLLLLGTAQGCFIRNCPRGGKRAVDAVQPTRQCMSCGPGGYGQCVGPSVCCGLGLGCLMGTPETEVCQKENESSVPCAIS -
— — GRRCGMDNTGNCVADGICCVEDACSFNSLCRVDTDQEDSVSARQELLTLIRRLLVNRQYD
Con-ikot-ikot
ba_contig_56 MTPIVEVTVVMAATVIGSTPLQEQELNRNDRDIQECCANKANECLRNDGCY QSQEESCAKRCYYTDTSSCGDQADVVCCFDYQYCMTECLFPHQDLYPEMLG -
- - DCYDYCKVYEQC
ba_contig_57 MAMNMWMTTSVFLVAVTATTVIGSTPSQEQERERRTDVDLCCATRIYYCLKDNGCLPQRECTVACDVPDDCANCCQAYLDCAMSCIWAYELPTGTEEEDPLR -
— — DCHNQCKDGC
ba_contig_58 MNMRTTISVLAVAVMATTVTASPLLQDQERDTDDRKCCAIALYQCLRDEGCLESGSSCQITCTFPHDCFEICCHDYMLCVYNCLHGREEGEDIMRVCHTACTDTVCSE -
ba_contig_59 MWMTISMFVVVVTAATVVGSTPLEERQPGDCCHLVFYECAAEACTFTDDPGCTEMCWDV ATDVCGGDPDSGFCSSFFGCENDCVFTESGPHFLCYELCKMV 0dd cysteine

PCWLVK




ba_contig_60

MTMPVTLSLLVTIAMAATVLDSTLLRGNDPSCEDQVYHECCRHEMHSCAEECLSASDMDFCWEPCTQSAAVQCGRQTSSACCRPFLECFSACLNDGDVLYDC
WIRCRHVPC

ba_contig_61

MTMNMSLTLSLFVMVVIAATVVGSTPLEGKDVNCEGLAYHECCRNEMRICILECSSVWDADSCWDYCYSSAATNCECHPRDDCCPGFLESYSSCLFHDGLEE
YECWEQARYVPCW

Conoporin

ba_contig_62

MGVPFPALKTMVTVFLLLMGNTSPVHSAGLGSTISVAVASIASSVVSAGTTLAGTTLSGLADPNFSVSCAIQVENWTRYALMYPTVRTRGNPAVTTVPTAIL
PTKKEAFALRKPRHTATGVAGTVSWELQGAKLRCVLMWSAPYNFNHYSNWMGVGMTDEGLVNVASGNTWWDQMY YGSNGGNLTFQRGEFYYDLKP
VIYRNDMFEISGTMTNIHKAEIKVVIRPTTDNWKDLAVPIQALLVMEDEEVCSMTTEGK

Insulin

ba_contig_63

MARRLGILVALGLLLLLSHASDDHYCDPNAPPEYPQGICGPDLPEMVSLACSLAGGKRHSERETVGQLKKRGSIASLLKTRAKRVIEAQGIVCECCIHQCIFEEFSEYCWVW

ba_contig_64

MSTSPCFLLVALGLVLYAWQACLGDEHTCDSSSTPHPQGKCGSELSEHREELCEIEESLHGGIDDARKKRGRALPLKKRRRFLLKARAKRNEALPLDRARRGIVC
ECCKNHCNYEEFTEYCPPVTEGSS

ba_contig_65

MATGLLSPLLVTMLGVLLHVHVARAGLEHTCTLETRLQGAHPRGICGSKLPNIIHTVCQVMGRGYAGGQRQLRKRTSMINSDDMEADEGSVGGFLMSKRRA
LSYLQKETNPLVMAGYERRGLQKRHGGQGITCECCYNFCSFRELVQYCN

DGF

ba_contig_66 MKSTLFLTLLLAVVFLTFFTETDTTSIFKARAKRADSEEFPCAGTFADCRDQANGTTCCGDGACYGEVCY Y VIV
ba_contig_67 MKVVVVLLAVLVAASAAPQKRFFMQDIKNWIHQLQAAFNKAKDKFNELTSGLGVHFDRIVDLLIDQIDSGMTEAACIKVCETSSNKILGNASSMAGVVCA XIV

- - PVCTAALAKLEEVAG
ba_contig_68 MQKRWRWSVRETGHTPVLSCTVQWPFCCVFVNTSSIIAYTPRAVASVTACCVIRLLPAVYTRVLFCKPY CTRVLIVQSFFLLSLWL 0dd cysteine
ba_contig_69 MKFPTFVMVLMAAVLLANILKTDAMRSFRARVRAKRTLEEMFEACSGTFTDCRGQPDGTLCCTDGYCEGDVCYY VIV
ba_contig_70 MSKLAIVLLIFLLLQLATNQHHPDERAVRLAKKNLKKFRSLAMGRRKDACNGTEDCEEDDDCDGCECVEVDAQGKCMEVTPPGR IX
ba_contig_71 MQRSYVATSRMDFRRLVTVALLLTLVMSTDSAPADQTETGRVSLREGLENQFPCSTGRCACLPKDGSSSRYQCQSVGSSTAGCLDGKCVTEDQW IX
UGF
ba_contig_72 MGILTVFLLLVAVLVLTQVMVQSDQDKPLNRKRNLREAQFLRRVRGDKKQGEACEERSECAFGLICKNGACEHVSPGPGRALPDRAVPIRQRKPEIG XIV
ba_contig_73 MPSFFYNTGTGQCERFVYGGCGGNANRFETKQECERKCQRIIYISNAVPSQNPACLQPRVVGPCRARMPRYFFHQSTQTCELFY Y GGCGGNSNNFRTL -

- - EGCEGACVSGEAVQDVCALPKVAGPCFAAFPRFYFDKTAGRCKTFTY GGCHGNQNNFRSLRACRNTCPGN
ba_contig_74 MCAMKIGLITY LLLIAFMNGDGSPGNTLY SRKGAGIASGMKRFQKIFLR AECGDCPEQPCCDGDKCMADPGYEPFCE VIV
ba_contig_75 MMKTLCGNAY WGLLTVLLISMGKANGQNCGWFRKFDVQGCFNNFV VDENQIFEPS Y TEQLCSQVQPLEGCV GAVRSQCPHLAIFQGDKGLAIGTVVT -

- - SLSQLCVGNGGNVSTPASGGRCPGQKATFFRRLDRCHEPMQWNLQESQMCQPTSEIIACMETRLQEFRPCSWMTEFIADRAQFWIDFERALWFVKYECAGR
ba_contig_76 MGATLVTKLLLVAALLLGLCHEMAANPEAWDECYERMLMHMIAPTWSSMFKCHKILEYRKRAALVMKLKQLGVIHLDHGGWVVQQVKLLKYLGVDN -
ba_contig_77 MEALTIFRLCLLVALTTSVVESGPLNDKVSDQEGECPVGGGRNPFVLCMRACLTTSTPYLCEHEYCKHCRGRYARVGHS 0Odd cysteine
ba_contig_78 MSKRSADSAELSDEKQSSKRIQQKFRKTY SEKYPCIRGSIKGVHFARCTICFTDFTISHGGIGDVKRHVDSKKHLDASNSKECSSMVMTFFKPKEQDKKDG -

- - NKVIRAETFFAGFLVEHNIALSAADHAGHLFKQMFPESLMILKCTGVPCHKASYSDSLLEKCKAATAMSLAHK
ba_contig_79 MLSVFAWTLMTATVVVIAERQYCPVARETCY YDNDVCGKQEQSGSCSPRCNCKSGQLCSRDSDHTIAVVPGFINDRPIVRR -
ba_contig_80 MSDCQSNARAMSGTSESTYKILCKCDATYEPSAPTNWKFICG -
ba_contig_81 MLFVFTVVWVLTTVMMMTDVTFQSTCNTDNKPSCSEDTRLCGKKNSWGNCVALCKCPNQQACTTDTDHKVQVKRGPFQSTETY YTCKDVSTMSDCQ -

— - SNARAMSGTSESTYKILCKCDATYEPSAPTNWKFICG
ba_contig_82 MPMSMWMTISVFVVAVMATIVIGSTPSHVQERGRRSEVNKCCAMRYV Y TCLKDNDCIEAQAQCDGPCDVPGTDWREMPCLQRSKQLREY TPRLRPV Odd cysteine

RSFTSHHGHPSEIEPRHHISTALYLSPWTPLRNRTTSSHLYSTLPLTMDTPQK




