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Sequences

>NP_001310451.1 protein mono-ADP-ribosyltransferase PARP6 isoform 1 [Homo sapiens

MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIEAVKEIYSENSVSIREYGTIDDVDID
LHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQYLDGPEPSIEVFQPSNKEGFGLGLOLKKILGMFTSQ
OWKHLSNDFLKTQQEKRHSWFKASGTIKKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLGVPELRVGRLMN
RSISCTMKNPKVEVEGYPPSPQAGLLCPQHVGLPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
TLNEYCVVCDEQHVFONGSMLKPAVCTRELCVFSFYTLGVMSGAAEEVATGAEVVDLLVAMCRAALESPR
KSIIFEPYPSVVDPTDPKTLAFNPKKKNYERLOKALDSVMS IREMTQGSYLEIKKQMDKLDPLAHPLLOW
IISSNRSHIVKLPLSRLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSILRNGLVN
ASYTKLQLHGAAYGKGIYLSPISSISFGYSGMGKGQHRMPSKDELVORYNRMNTIPQTRS TQSRFLQSRN
LNCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQDPKIQKEIMRVIGTQVYTN

>XP_024087899.1 poly [ADP-ribose] polymerase 6 isoform X2 [Pongo abelii]

MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIEAVKEIYSENSVSIREYGTIDDVDID
LHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQYLDGPEPSIEVFQPSNKEGFGLGLOQLKKILGMFTSQ
QWKHLSNDFLKTQQEKRHSWFKASGTIKKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLGVPELRVGRLMN
RSISCTMKNPKVEVFGYPPSPQAGLLCPQHVGLPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
TLNEYCVVCDEQHVFONGSMLKPAVCTRELCVFSFYTLGVMSGAAEEVATGAEVVDLLVAMCRAALESPR
KSIIFEPYPSVVDPTDPKTLAFNPKKKNYERLQKALDSVMSIREMTQGSYLEIKKQMDKLDPLAHPLLOW
IISSNRSHIVKLPLSRLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSILRNGLVN
ASYTKLQLHGAAYGKGIYLSPISSISFGYSGMGKGQHRMPSKDELVQRYNRMNTIPQTRSIQSRFLQSRN
LNCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQDPKIQKEIMRVIGTQVYTN

>NP_001192168.1 protein mono-ADP-ribosyltransferase PARP6 isoform 1 [Mus musculus

MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIEAVKEIYSENSVSIREYGTIDDVDLD
LHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQYLDGPEPSIEVFQPSNKEGFGLGLQLKKILCMFTSQ
QWKHLSNDFLKTQOEKRHSWFKASGTIKKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLGVPELRVGRLMN
RSISCTMKNPKVEVEFGYPPSPQAGLLCPQHVGLPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
TLNEYCVVCDEQHVFQNGSMLKPAVCTRELCVFSFYTLGVMSGAAEEVATGAEVVDLLVAMCRAALESPR
KSIIFEPYPSVVDPTDPKTLAFNPKKKNYERLQKALDSVMSIREMTQGSYLEIKKQMDKLDPLAHPLLOW
IISSNRSHIVKLPLSRLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSILRNGLVN
ASYTKLQLHGAAYGKGIYLSPISSISFGYSGMGKGOHRMPSKDELVQRYNRMNTIPQTRSIQSRFLOSRN
LNCIALCEVITSKDLQKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQDPKIQKEIMRVIGTQVYTN

>XP_015134546.2 protein mono-ADP-ribosyltransferase PARP6 isoform X9 [Gallus gallus

MGTQRGAAARPHSRHGADGRDGSGFEAGVPAVTSPPARRCRATEARGPDVKARWPPARPAAWRRQGRGQA
AGSAEMDLKGQYWTDDDSDGDNESEEFLYGVQGTCAADLYRHPQLDADIEAVKEIYSENAVSVREYGTID
DVDIDLHVNISFLDEEVATAWKVLRTEPIVLRLRFSLSQYLDGPEPSIEVFQPSNKEGFGLGLQLKKILG
MFTSQOWKHLSNDFLKTQQEKRHSWFKTSGTIKKFRAGLSIFSPIPKSPSFPVIPDSVLKGKLGAPEVRV
NRLMNRSVSCTVKNPKGEVFGYTPSTQAGVAPFNILVGGHCKNVPTLEYGFLVQIMKYAEQRIPTLNEYC
VVCDEQHVFQNGSMLKPAVCTRELCVFSFYTLGVMSGAAEEVATGAEVVDLLVAMCRAALESPRKSIIFE
PYPSVVDPNDPKTLAFNPKKKNYERLQKALDSVMSTREMTQGSYLEIKKQMDKLDPLAHPLLOWITSSNR
SHIVKLPLSRLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKL
QLHGAAYGKGIYLSPISSISFGYSGMGKGQHRMPSKDELVQRYNRMNTIPQTRSIQSRFLQSRNLNCIAL
CEVITSKDLQKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQDPKIQKEIMRVIGTQVYTN

>XP_041444306.1 protein mono-ADP-ribosyltransferase PARP6 isoform X2 [Xenopus laevis]

MDIKGHNWPEEDSDGDNECGEFLYGVQGTCCADLYRHPQLDADIEAVKEIYSENAVSVREYGTIDDVDID
LHINIGFLDEEVATAWKVIRTEPIVLRLRFSLSQYLDGPEPTIDVFQPSNRDAFGLGIQLKKIVSLFSSH
OWRYLSNEVLRSQQERRLRWLRVSGSIKRFRAGLSIFSPVPKSPSFPGVODSVVRSGLTGSDLRSGLTGS
DLRGPRLMNRSVSCTLRNPKSELYGSHNPTTQPLSSIQVSGHCKTVPTLEYGFLVQIMKYAEQRLPTLNE
YCVVCDEQHVFQONASMLKPAVCTRELCVFSFYTLGVMSGAREEVATGAEVVGLLVAMCRAALESPRKST T
FEPYPSVVDPNDPKTLAFNPKKKNYERLQKALDSVMS IREMTQGSYLEIKKQMDRLDPLAHPLLQWIISS
NRSHIVKLPLSRLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYT
KLOLHGAAYGKGIYLSPISSISFGYSGMGKGOHRMPSKDELVORYNRMNT I PQTRCLOSRFLOSRNLNCT
ALCEVITSKDLQKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQDPKIQKEIMRVIGTQVYSG

>XP_014030859.1 protein mono-ADP-ribosyltransferase PARP6 isoform X4 [Salmo salar]

MDIKGQSWTDEESDGENESEQFLYGIQGSCAADLYRHPQLDADIEAVKDIYTDSAVSVREYGTIDDVDID
LQINISFLDEEVATAWKVIRTEPIILRLRFSLSQYLDGPEPSVEVFQPSNKEGFSLGLQLKKILSTFTSQ
QWKHLSNEFLKAQQEKRHSWFKAGGTIKKFRAGLSIFSPIPKSPSYPLIQDTVLKGKLSVPELRVTRLMN
RSISCTMKNPKGELFSYPPNSQTVAVPAARAPAQITTRQLIELFFSSQAGGHCKNIPTLEYGFLVQIMKY
SEQRIPTLNEYCVVCDEQHVFONGSMLKPAVCTRELCVEFSFYTLGVMSGAAEEVATGAEVVDLLVAMCRA
ALESPRKSIIFEPYPSVVDPNDPKTLAFNPKKKNYERLQKALDSVMSTREMTQGSYLETIKKQMDKLDPLA
HPLLOWIISSNRSHIVKLPLSRQLKFMHTSHQFLLLSSPPAKEARFRTAKKLYGSTFAFHGSHIENWHSV
LRNGLVNASYTKLOLHGAAYGKGIYLSPISSISFGYSGMGKGQHRMPTKDELVQRYNRMNTIPQSRPIQS
RFLQOSRNLNCIALCEVITSKDLQKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANINTQEPKVQKEIMRVI
GTQIYSS

>XP_032806551.1 protein mono-ADP-ribosyltransferase PARP6-like isoform
MDQDLSAPKWTGEESDGETESDEFFCGVQVNADGETHRHPQLDADIESVREKYGDGAVQIREYGAIDDVA
VDLHINVGFLDEEIATAWKVMRTEAVVLRLHFSLSQYLDGPEPSVDVFQPSNKDSFGIGLQLKKVLKAFV
SQOWKHLSNDCLQSQHSKRLNLLKSSRNAKKLRSPLSLLSHLHRSPSFLFHODGGGRGKRNLEQNGSSQQ
GNATKTLPILEHGFLVQTMLYGEQRIPTLNEFCVVCDEPHVFQNGPMLKPAVCARELCVFAFQTLGVMTG
AAAEVATGPEVVDLLLAMCRSALESPRKSIIFDPYPSVVDPNDPKALAFNPKKKNYERLOQRALDSIMSVR
EMTQGSYLDIKKQMDKQDSLAHPLLQWVISSNRSHIVKLQSSRQLKFMHTPHQFLLLSSPPAKEARFRAA
KKLYGSSFAFHGSHTENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGYSGMGKGQHRMESK
EKLVQONCNRVNTTPQIKTMQSRFLQSRNLNCIALCEVITSKDLQKHGNIWVCPMSDHVCTRFFFVYEDGQ
VGDANINTQDHKVQAEILRILGMQSVSL

>XP_019614591.1 PREDICTED: poly [ADP-ribose] polymerase 6-like isoform
MHPQLDNDIKSVEQRFGAHAINTRIFSSIDDVDAELNIDMSFLDEETAKAWKVNRQEPIVIRLHLSFSQY
LDANEPPKVEVFQPSNKETFGLGMQOIQKIMETFLSKEWKDLSNDRVTAICVPLRPISARSSHSHKGASSH
GKKLKQLHEMSKSFQSLVSSWKVRPVKKIHDRHVAQLVDMGFTVEMARNALFMTRNNLEEAINLLLTQPE
SCRPAGGGGAGSSSFRGTWTSALFLAPSVAQQHQVVLPARPSQPLKPATIGDELHLVPCSTERGRTAKTT
PGLEYGFLAQCLIYARNRIPTLNEYC DEPHIFQNGAMLKPVVCERE FAFQQLGVMRGAADDIAT
GAEVVDLLLAMVKASSHSPRKDLILDPFPSVVDPDNAKEMVLSPKKKNYDRVNAILDSLMSVREMTQASV
DMKKQLDKKDKYAWPFLSWVISSNRSHIVKLPESRRIKFMHTPHQFLLLSSPPAKEQAFREAKRQHGSLF
AFHGSHIENWHSILRHGLINASGTKHQLHGAAYGSGIYLSPNSSVSFGYSCMGHGSHKAARNKALLVTPH
RKGFLQGCKALGCTNQTTAASEKTGKKENTKRFLESDNLTCIALCEVIHSKELRKHNNIWVVPNPDHVCT
RFFFVYEDGQVGDSMVDTTQEKYQKEILRAIGNMTATD

X1

X5

[Petromyzon marinus]

[Branchiostoma belcheri]

>XP_019849465.1 PREDICTED: poly [ADP-ribose] polymerase 6-like [Amphimedon queenslandical

MLPEDRQLKSMDTKYQFLLISSPPAKEMAFQQAKLKHGSTFAFHGSSIENWHSIMRKGLINASGTKYQLN
GAAYGSGIYLSPHAMTSFGYSNRYYYDPSSQKKGSSGKQLETLAGKLNITCIALCEVVTSKELRRSGDIW
VCSNSEHVVTRFFFVYDTNSATSEASSLHTETNRAFKQEIMHAVALAKKMKLDNSTASKTK
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MGTQRGAAARPHSRHGADGRDGSGFEAGVPAVTSPPARRCRATEARGPDVKARWPPARPA

HPQLDNDIK
~MDQDLSAPKWTGEESDGETESDEFFCGVQVNADGETHRHPQLDADIE
—--MDIKGHNWPEEDSDGDNECGEFLYGVQGTCCADLYRHPQLDADIE
——————————————— MDIKGQSWTDEESDGENESEQFLYGIQGSCAADLYRHPQLDADIE
AWRRQGRGQAAGSAEMDLKGQYWTDDDSDGDNESEEFLYGVQGTCAADLYRHPQLDADIE
—-MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIE
MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIE
—-MDIKGQFWNDDDSEGDNESEEFLYGVQGSCAADLYRHPQLDADIE

SVEQRFGAHAINTRIFSSIDDVDAELNIDMSFLDEEIAKAWKVNRQEPIVIRLHLSFSQY
SVREKYGDGAVQIREYGAIDDVAVDLHINVGFLDEEIATAWKVMRTEAVVLRLHFSLSQY
AVKEIYSENAVSVREYGTIDDVDIDLHINIGFLDEEVATAWKVIRTEPIVLRLRFSLSQY
AVKDIYTDSAVSVREYGTIDDVDIDLQINISFLDEEVATAWKVIRTEPIILRLRFSLSQY
AVKEIYSENAVSVREYGTIDDVDIDLHVNISFLDEEVATAWKVLRTEPIVLRLRFSLSQY
AVKEIYSENSVSIREYGTIDDVDIDLHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQY
AVKEIYSENSVSIREYGTIDDVDIDLHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQY
AVKEIYSENSVSIREYGTIDDVDLDLHINISFLDEEVSTAWKVLRTEPIVLRLRFSLSQY

LDANEPPKVEVFQPSNKETFGLGMQIQKIMETFLSKEWKDLSNDRVTAICVPLRPISARS
LDGPE-PSVDVFQPSNKDSFGIGLQLKKVLKAFVSQOWKHLSNDCLQSQHSKRLNL—
LDGPE-PTIDVFQPSNRDAFGLGIQLKKIVSLFSSHQWRYLSNEVLRSQQERRLRW:
LDGPE-PSVEVFQPSNKEGFSLGLOQLKKILSTFTSQOWKHLSNEFLKAQQEKRHSW-
LDGPE-PSIEVFQPSNKEGFGLGLQLKKILGMFTSQQWKHLSNDFLKTQQEKRHSW—
LDGPE-PSIEVFQPSNKEGFGLGLQLKKILGMFTSQQWKHLSNDFLKTQQEKRHSW:

LDGPE-PSIEVFQPSNKEGFGLGLQLKKILGMFTSQOWKHLSNDFLKTQQEKRHSW:

LDGPE-PSIEVFQPSNKEGFGLGLQLKKILCMFTSQQWKHLSNDFLKTQQEKRHSW-

SHSHKGASSHGKKLKQLHEMSKSFQSLVSSWK---VRPVKKIH-D: ~RHVAQLVDMG

KRFRAGLSIFSPVPKSPSFPGVQDSVVRSGLTGSDLRSG
KKFRAGLSIFSPIPKSPSYPLIQDTVLKGKLS
KKFRAGLSIFSPIPKSPSFPVIPDSVLKGKLG:
KKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLG
KKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLG!
KKFRAGLSIFSPIPKSPSFPIIQDSMLKGKLG:

FTVEMARNALFMTRNNLEEAINLLLTQPESCRPAGGGGAGSSSFRGTWTSALFLAPSVAQ

—GPRLMNRSVSCTLRNPKS -ELYGSHNPTT
-VTRLMNRSISCTMKNPKG -ELFSYPPNSQ
~VNRLMNRSVSCTVKNPKG -EVFGYTPSTQ
~VGRLMNRSISCTMKNPKV -EVFGYPPSPQ
—-VGRLMNRSISCTMKNPKV -EVFGYPPSPQ
~VGRLMNRSISCTMKNPKV: -EVFGYPPSPQ

QHQVVLPARPSQPLKPATI-GDELHLVPCSTERGRTAKTIPGLEYGFLAQCLIYARNRIP
************************ LEQNGSSQQGNATKTLPILEHGFLVQTMLYGEQRIP
PLSSIQVSGHCKTVPTLEYGFLVQIMKYAEQRLP
~RAPAQITTROLIELFFSSQAGGHCKNIPTLEYGFLVQIMKYSEQRIP
PFNILVGGHCKNVPTLEYGFLVQIMKYAEQRIP
LPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
~LPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
--AGLLCPQ----HVG------. LPPPARTSPLVSGHCKNIPTLEYGFLVQIMKYAEQRIP
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XP_019614591.1[B.belcheri]
XP_032806551.1[P.marinus]
XP_041444306.1[X.laevis]
XP_014030859.1[S.salar]
XP_015134546.2[G.gallus]
NP_001310451.1[H.sapiens]
XP_024087899.1[P.abelii]
NP_001192168.1[M.musculus]

XP_019849465.1[A.queenslandical
XP_019614591.1[B.belcheri]
XP_032806551.1[P.marinus]
XP_041444306.1[X.laevis]
XP_014030859.1[S.salar]
XP_015134546.2[G.gallus]
NP_001310451.1[H.sapiens]
XP_024087899.1[P.abelii]
NP_001192168.1[M.musculus]

XP_019849465.1[A.queenslandica]
XP_019614591.1[B.belcheri]
XP_032806551.1[P.marinus]
XP_041444306.1[X.laevis]
XP_014030859.1[S.salar]
XP_015134546.2[G.gallus]
NP_001310451.1[H.sapiens]
XP_024087899.1[P.abelii]
NP_001192168.1[M.musculus]

XP_019849465.1[A.queenslandica]
XP_019614591.1[B.belcheri]
XP_032806551.1[P.marinus]
XP_041444306.1[X.laevis]
XP_014030859.1[S.salar]
XP_015134546.2[G.gallus]
NP_001310451.1[H.sapiens]
XP_024087899.1[P.abelii]
NP_001192168.1[M.musculus]

REAKRQHGSLFAFHGSHIENWHSILRHGLINASGTKHQLHGAAYGSGIYLSPNSSVSFGY
RARKKLYGSSFAFHGSHTENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSVLRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY
RTAKKLYGSTFAFHGSHIENWHSILRNGLVNASYTKLQLHGAAYGKGIYLSPISSISFGY

LRk ik kAAkkk  Kkhkkyikikkgkkk Kk kkykkkkk Akkkkk o kAAK
SNRYYYDPSSQKK SSGKQLETLAGKLNI
SCMGHGSHKAARNKALLVTPHRKGFLQGCKALGCTNQTTAASEKTGKKENTKRFLESDNL
SGMGKGQOHRMESKEKLV-==——==-~ ONCNRVNTTP--------~ QIKTMQSRFLQSRNL

SGMGKGQHRMPSKDELV -~
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TCIALCEVVTSKELRRSGDIWVCSNSEHVVTREFFFVYDTNSATSEASSLHTETNRAFKQE
TCIALCEVIHSKELRKHNNIWVVPNPDHVCTREFFVYEDGQVGDSMV---DTTQEKYQKE
NCIALCEVITSKDLOKHGNIWVCPMSDHVCTRFFFVYEDGQVGDANI---NTQDHKVQAE
NCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQDPKIQKE
NCIALCEVITSKDLQKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQEPKVQKE
NCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQDPKIQKE
NCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQDPKIQKE
NCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQDPKIQKE
NCIALCEVITSKDLOKHGNIWVCPVSDHVCTRFFFVYEDGQVGDANI---NTQDPKIQKE
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