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Sequences

>NP_073587.1 protein mono-ADP-ribosyltransferase PARP12 [Homo sapiens
MAQAGVVGEVTQVLCAAGGALELPELRRRLRMGLSADALERLLRQRGRFVVAVRAGGAAAAPERVVLAAS
PLRLCRAHQGSKPGCVGLCAQLHLCRFMVYGACKFLRAGKNCRNSHSLTTEHNLSVLRTHGVDHLSYNEL
COLLFONDPWLLPEICQHYNKGDGPHGSCAFQKQCIKLHICQYFLOGECKFGTSCKRSHDFSNSENLEKL
EKLGMSSDLVSRLPTIYRNAHDIKNKSSAPSRVPPLFVPQGTSERKDSSGSVSPNTLSQEEGDQICLYHI
RKSCSFQDKCHRVHFHLPYRWQFLDRGKWEDLDNMELIEEAYCNPKIERILCSE TFHSHCLNFNAMT
YGATQARRLSTASSVTKPPHFILTTDWIWYWSDEFGSWQEYGRQGTVHPVTTVSSSDVEKAYLAYCTPGS
DGQAATLKFQAGKHNYELDFKAFVQKNLVYGTTKKVCRRPKYVSPQDVTTMQTCNTKFPGPKSIPDYWDS
SALPDPGFQKITLSSSSEEYQKVWNLENRTLPFYFVQKIERVONLALWEVYQWOKGOMOKQNGGKAVDER
QLFHGTSAIFVDAICQONFDWRVCGVHGTSYGKGS Y FARDAAY SHHY SKSDTQTHTMFLARVLVGEFVRG
NASFVRPPAKEGWSNAFYDSCVN. DPSIFVIFEKHQVYPEYVIQYTTSSKPSVTPSILLALGSLFSSR
Q

>XP_024106109.1 poly [ADP-ribose] polymerase 12 [Pongo abelii
MAQAGVVGEVTQVLCAAGGALELPELRRRLRMGLSADALERLLRQRGREVVAVRAGDAAAAPERVVLAVS
PLRLCRAHQGSKPGCVGLCAQLHLCRFMVYGACKFLKAGKNCRNSHSLATEHNLSVLRTHGVDHLSYNEL
CQLLFONDPWLLPEICQHYNKGDGPHGSCAFQKQCIKLHICQYFLQGECKFGTSCKRSHDFSNSENLEKL
EKLGMSSDLVSRLPTIYRNAHDIKNKSSAPSRVPPPFVPQGTSERKDSSGSVSPNTLSQEESDQICLYHI
RKSCSFQDKCHRVHFHLPYRWQFLDRGKWKDLDNMELIEEAYCNPKIERILCSE TFHSDCLNFNAMT
YGATQARRLSTASSVTKPPHFILTTDWIWYWSDEFGSWQEYGROGTAHPVTTVSSSDVEKAYLAYCTPGS
DGQAATLKFQAGKHNYELDFKAFVQKNLVYGTTKKVCRRPKYMSPQDVTTMOQTCNTKFPGPKSIPDYWDS
SALPDPGFQKITLSSSSEEYQKVWNLENRTLPFYFVQKIERVONLALWEVYQWQOKGOMOKONGGKAVDER
QLFHGTSTIFVDSICQONFDWRVCGVHGTSYGKGSYFARDAAYSHHYSKSDTQTHTMFLARVLVGEFVRG
NASFVRPPAKEGWSNAFYDSCVNSVSDPSIFVIFEKHQVYPEYLIQYSTSSKPSVTPSILLALGSLFSRQ

>NP_766481.2 protein mono-ADP-ribosyltransferase PARP12 [Mus musculus
MAQAAVAVAEVTQLLCAAGGALELAELRRRLRTSLGTDALERLLRDCGREFVVASRAVVAVGAGREARAAA
SERLVLAVSSLRLCRAHQGPKPGCTGLCAQLHLCKFLIYGNCKFLKTGKNCRNGHNLKTDHNLSVLRTHG
VDHLTYTELCQLLLONDPSLLPDICLHYNKGDGPFGSCSFQKQCIKLHICQYFLQGECKFGTSCKRSHEF
TNSESLEQLERLGLSSDLVSRLLSTYRNAYDIKNKGSALSKVSPSPAGPQGSSERKDSSGPVSPGTPSQE
ESEQICLYHIRKSCSFQEKCHRVHFHLPYRWQFLDGGKWKDLDNMELIEEAYSNPSKDRIVYTESAAGFH
FDNLDFNSMKFGNTLARRLSTASSVTKPPHFILTTDWIWYWMDEFGSWQEYGRQGSGHPVTTISSSDVER
AYLAFCAPGADAQAATLKFQAGKHNYELHFKAFLOKNLVYGTIRKVCRRPKYVSPQDVOMKQSCNTKLHG
PKSIPDYWDPAALPDLGFKKITLSSSSEEYQKVWNIFNRTLPFYFVQKIERIQNMGLWEVYQWQKCQMOK
QNGGKEVDERQLFHGTSANFVDAICQQONFDWRVCGLHGTSYGKGSYFARDAAYSHHYSKSDTHSHMMFLA
RVLVGDFVRGSTSFVRPPAKEGQSNAFYDSCVNSMSDPTIFVVFEKHQVYPEYLIQYSTSSKPPASPSIF
VALGNLFTSRQ

>XP_416333.5 protein mono-ADP-ribosyltransferase PARP12 isoform X1 [Gallus gallus
MRAMRAAQRAQCPLGRQRGMTAIPAEPGALRSSRGRRDRSR RPFPLARPSRRQFRFRFLAQEAREWR
RRSRFRARPAGSGSAGGKQPGPAMVLPTQVLRVLCAGGGSLELEELLRRLPGRPTAEQLAAVLRDPQRFT
LVRTPDEAEAGGAAAAAAAAAEETVLVVATSSLRLCLEHGAGCRGGCGRLHLCKYHLKGVCRNQQARKEC
KFVHDFYSPHNHSVLRQHGLDSTFSNDELRQLLLONDPTLLPEVCLHYNKGDGPYGSCTFKKMCTKLHVC
QYFLRGQCRFGSSCKRSHDFSKPECCEKLERQGMSSDIIQKLPSIYRNMYATIQNSKGSKHDTEDNKSLPC
KERKHSSSQESTSTSNEVEQICLYNLYTSCIFEDKCIRTHFHLPYRWQISDGTTWKDLESMEEIEKEYCD
PNNIRSSKPISESGFIFPYISFVDMQSGFKKVRRLSTASSVTKPPHFILTTEWIWYWKDEHGVWREYGKK
DSDRAAATVSSDDLEKAYTVGNSAKLNFKAGVHEYELDFGAMTQKNLRYKTERKVCRRPKFVSQSEVERT
RKRGFKNTEELRRIPSHWDKSALPELGFKLIELDSSSEEYNKVKGDFQRTMPKTHIKRICRIQNPSLWEL
YQWQOKEQMOKSNGGKTDERFLFHGTSKKHIDAICHQNFDWRICGLNGTVYGKGSYFARDASYSDAYCREG
SCSKTMFQARVLVGEFTVGRSSYVRPPLKDNQNFYDSCVNSSSNPSIFVIFEKQQVYPEYLIEYLDQACA
RML

>XP_018096331.1 protein mono-ADP-ribosyltransferase PARP12 [Xenopus laevis]
MWTNQLIMVHTARLSRRLCSAGGSMELGQLGHSLGLNGQQOLERLVEVEEGRSLVLRVQEGDQKVAVYRSD
LRLCQTPKCAGDCGQLHLCREYILGSCNRSPCKFNHCIRNGHNLSVLOKFHLDSMPIDELRQLLLONDPN
LLPDICSHYNRGDGPHGSCTYKNKCNKLHVCQHFLQGDCKFGEKCKRCHDLSEEETLKKLTKWQLSDSLL
PGLLETYTNAHTLKSSCDRPPRNVVKSAEKKTKPGPSKSGTSQEIEEICLYFIRNSCSFKEKCVREHFHL
PYRWQVYTNGTWKDLDNMEMIEKSYCDPNSRAVLVNLDFEAMTYQSNKVKRLSTPSSASKPPHFVFTTDW
KWYWMDEYNKWVEYGTESDRHANSTICSSDLENFYQSNQTADVKFKAGKHKY SLSFKNMVQRNLQYETKR
RVCRRPVFVSGKDVKKKRSSTSEPSKEDKNTPEHWDKGQTPDLGYKLVLLSPLSEEYSKIEAMFCRTLRT
IRIHSTIERIQNLALWEVYQWQKEQMKKLNEGKDPEERQLFHGTKVKLIDAICQONFDWRICGVHGTAYGK
GSYFARDSSYSHNYCKRSSSQANIMFVARVLVGNFTRGHSSYLRPPSKSEFRSTSFYDSCVDSKSNPSIF
VIFEKHQIYPEYLIKYSDK

>XP_014003371.1 protein mono-ADP-ribosyltransferase PARP12 [Salmo salar]
MSSIVSQYVTKILCGNQGCLDFKRLDQIVGQKFTVADDVLLGILCDREKYATSKGEGKASRLAMSQNSVT
VAKTSLRVCQSPPGECLHCENLHLCRYFVCGNCRFGNKCKNAHSLDSPHNTAVIRSLGHHDLGEAELFPL
LLONDPYLMPEICSHYNKGVGEHGSCKFKTSCTSLHLCLHFLQGDCKFGAGCKRAHTFDATTMKILNGRG
FSQENIRILDKIYNNKFITIIGQGHEEKPSVVVPSPASATEPVGKERSRKPSSRSISETDRNEICLFFIRR
HCSFKEKCVRIHYHLPYKWQILERDGVTWRDLPNVEEIEKAYCIPGKDTSGGIQPVNFLTMTCGRSPVRR
LSTVSSVTKPPHFILTTEWLWYWSGELGQWIEYGQETYDGKEKVASVTSKTLENVYQADPDSEIPFGSGH
NQYILRFKEMYQQNVRFKTKREVRRRPCFLSGQDVEAKLKSGSPESTSSSTVSVPPHWDKGALPDFTYKL
VPLLDOQMTEYQMVQSLFKRTMSTSTIHKINRIQNPSLWRVFQWQKEQMKVKNGGKLVDERHLFHGTEPST
VDAICEQNFDWRVCGIHGSHYGKGSYFARDALYSNRFSKSSVSGKKIMFVALVLVGEFTKGNRDYLRPPQ
KGTKKRLYDSCVDSESNPAIFVVFEKQQIYPEFVIEYS

>XP_032833032.1 protein mono-ADP-ribosyltransferase PARP12 [Petromyzon marinus]
MQSSYPQEGQQQQEKPPLPLDRALDTLHDSGCALPLSALASALGFPDSALLAALRSKPELFALVEGSGSS
SSSLSGGQOOQPERGSLDWRVLAVSALRVCPRYRERTGCPDGEGCAKLHVCRRFVLGSCKFGPDCKFSHD
FRDGHNRDLCYKSGVEALPFDPMQTLLLONDPTLLPQICKTYKVLDAAGECKYGNKCARLHLCRPFVLGY
CKFGDKCRRNHGLSDAGLRRLLKQHGVCAWPDAALLGLLRRREQIHAAAGGGADAADDGATIAPLGFAAR
ARARGRKAGGSGGDGWPAGAAGRDGEGEICLYHLLSKCHYKDRCLKSHAALPYRWQERSHGGGAWQDLPG
TEAMERHYCDPASVSHDSVDFIHMKSVHGTVRRLSTANAVAMPDNFLLTTRWSWYWQECVGTWIKYGDEA
TTNDRAKSNVSSLDLEKAYHEDKEGSFKFTAGRFSYRLDFKDMTQTNLEVGTRRCVRRRPLLVTARDVEV
ARERHASLSRTGVGSVPAHWDRASLSDVDISLVELVNTTSEYKEVATLFKNTLSQPSINILNVKRVQONLE
LWDAFQRKREWMRKKNDGVEVEERKLFHGTRPKHVVPICQQONIDWRLRGAHGTAYGEGSYFARDASYSHT
YSKGRKGTAPASAAMFLARVLVGRYTCGKAGYVRPPAIKASPSTSAGQPAPEVFYDSCVNTEIDPSIFVV
FERDQIYPEYVIEYQF

>XP_019640190.1 PREDICTED: poly [ADP-ribose] polymerase 12-like [Branchiostoma belcheri]
MKPATNGQDGSPNGGGARGAFSCSPRGRGGNRGRGGRGRGFRGPSPSPDPAGRGGRGGARGGRGMDRGRG
RGGFYSPQQVPPPASGPMVANEAKFSMNDVMQLMOAMHMGAAPQMPOAQPEAAMVHPOAPPPSGGARSRP
RSRQRTAHNDNPPPVPAKLPQACTWYNNRQRGCTKGDACTFLHVCGRYLVGGCIFDKGQCEFSHNILTQQ
NKGILQKFGIPCNSEKAVIDIFKRDFVNKRKAEQGDKVPEKLDEICIFNIRQRCSYKTLCERWHCRMPYQ
WQYRAPAADRWRHFGHDLNVMVEEAYCKVTEDSYSPVRLDGKTCAVNEFTDMKAVATDGSTGDTRQEFEVR
RLSTSSSVKSAPGHLFVTEWLWYWHDVDGTWVEYGQMNKSGEVRGTSSLTSRDIEDRYQDQRDADVTFST
SHHQYVLRLRDMCQOENTRVGTRRDVRRRPKFVSEEDVKNPPKPKPASRAKSARSASAWDESAPAHWSPMS
DDDEFVKVDVVGTSAEYRNVKTLFEQGGMAGTAIAGVKRVONAFLWSAYNRKKAQLKKQNGGKDAEERLL
FHGTQDAVVDAICQONFDWRLSGSRVGQLYGQGTYFSASAQYSHSYAQQASNGRRYMFVVRVLVGAYTQG
DAGIRRPPPVNPGEPYGRMYDSCVNDTANPNIFVIFDNAQCYPEHIIEY
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XP_019640190.1[B.belcheri]

MKPATNGQDGSPNGGGARG--AFSCSPRGRGGNRGRGGRGRGFRGPSPSPDPA

MRAMRAAQRAQCPLGRQRGMTAIPAEPGALRSSRGRRDRSRSAARPFPLARPSRROFRFR

RGGR RG MDRGRGRGGFYSPQQV----
SYPQEGQQQQEKPPLPLDRALDTLHDSGCALPLSALASAL
SIVSQYVTKILCGNQGCLDFKRLDQIV
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FLAQEAREWRRRSRFRARP; GGKQPGPAMVLPTQVLRVLCAGGGSLELEELLRRL
MAQAAVAVAEVTQLLCAAGGALELAELRRRL
MA-QAGVVGEVTQVLCAAGGALELPELRRRL
QAGVVGEVTQVLCAAGGALELPELRRRL

—MQS-

-PPPA-SGPMVANEAKFSM: NDVM;

~PDSALLAALRSKPELFALVEGSGSSSSSLSGGQQ-QQPERGSLDWRVLAVSALR
GQKFTVADDVLLG-ILCDREKYAI-
G--LN--GQQLER-LVEVEEGRSL-

RTSLG--TDALER-LLRDCGRFVVASRAVVAVG---AGREA---AAAASERLVLAVSSLR
RMGLS--ADALER-LLRQRGRFVVAVRAG- AAAAPERVVLAASPLR
RMGLS--ADALER-LLRQRGRFVVAVRAG- AAAAPERVVLAVSPLR

QLMOAMHMGAAPOMPQAQPEAAMVHPQAPPPS— -G
VCPRYRE-RTGCPDGEGCAKLHVCRRFVLGSCK-F---GPDCKFSHDFRDGHNRDLCYKS
-PGE--CLHCENLHLCRYFVCGNCR-F---GNKCKNAHSLDSPHNTAVIRSL
—PKC--AGDCGQLHLCRFYILGSCN— —RSPCKFNHCIRNGHNLSVLQKF
LCLEHG---AGC--RGGCGRLHLCKYHLKGVCR-NQQARKECKFVHDFYSPHNHSVLRQH
LCRAHQGPKPGC--TGLCAQLHLCKFLIYGNCK-FLKTGKNCRNGHNLKTDHNLSVLRTH
LCRAHQGSKPGC--VGLCAQLHLCRFMVYGACK-FLRAGKNCRNSHSLTTEHNLSVLRTH
LCRAHQGSKPGC--VGLCAQLHLCRFMVYGACK-FLKAGKNCRNSHSLATEHNLSVLRTH
* *

GARS-RPRSRQRTAHNDNPPPVPAKLPQACTWYNNRQ---RGCTKGDACTFLHVCGRYLV
-LLONDPTLLPQICKTYKVLD-AAGECKYGNKCARLHLCRPFVL
-LLONDPYLMPEICSHYNKGVGEHGSCKFKTSCTSLHLCLHFLQ
~LLONDPNLLPDICSHYNRGDGPHGSCTYKNKCNKLHVCQHFLQ
-LLONDPTLLPEVCLHYNKGDGPYGSCTFKKMCTKLHVCQYFLR
-LLONDPSLLPDICLHYNKGDGPFGSCSFQKQCIKLHICQYFLQ
-LFQNDPWLLPEICQHYNKGDGPHGSCAFQKQCIKLHICQYFLQ
GVDH-LSYNELCQL---LFQNDPWLLPEICQHYNKGDGPHGSCAFQKQCIKLHICQYFLQ
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XP_014003371.1[S.salar]
XP_018096331.1[X.laevis]
XP_416333.5[G.gallus]
NP_766481.2 [M.musculus]
NP_073587.1[H.sapiens]
XP_024106109.1[P.abelii]

TSEYKEVATLFKNTLSQPSINILNVKRVQNLELWDAFQRKREWMRKKNDGVEVEERKLFH
MTEYQMVQSLFKRTMST--STIHKINRIQNPSLWRVFQWOKEQMKVKNGGKLVDERHLFH
SEEYSKIEAMFCRTLRT--IRIHSIERIQNLALWEVYQWOKEQMKKLNEGKDPEERQLFH
SEEYNKVKGDFQRTMPK--THIKRICRIQNPSLWELYQWQKEQMQOKSNGGK-TDERFLFH
SEEYQKVWNIFNRTLPF--YFVOKIERIQNMGLWEVYQWOKCQMOKQONGGKEVDERQLFH
SEEYQKVWNLFNRTLPF--YFVQKIERVONLALWEVYQWQKGOMOKQNGGKAVDERQLFH
SEEYQKVWNLFNRTLPF--YFVOKIERVONLALWEVYQWOKGOMOKQNGGKAVDERQLFH
P * PR s orr oar % % -

Pa—

GTQDAVVDAICQONFDWRLSGSRVGQLYGQGTYFSASAQYSHSYAQQA---SNGRRYMFV
GTRPKHVVPICQONIDWRLRGA-HGTAYGEGSYFARDASYSHTYSKGRKGTAPASAAMEL
GTEPSIVDAICEQNFDWRVCGI-HGSHYGKGSYFARDALYSNRFSKSS---VSGKKIMFV
GTKVKLIDAICQQONFDWRICGV-HGTAYGKGSYFARDSSYSHNYCKRS---SSQANIMEV
GTSKKHIDAICHQNFDWRICGL-NGTVYGKGSYFARDASYSDAYCREG----SCSKTMFQ
GTSANFVDAICQONFDWRVCGL-HGTSYGKGSYFARDAAYSHHYSKSD----THSHMMFL
GTSAIFVDAICQONFDWRVCGV-HGTSYGKGSYFARDAAYSHHYSKSD—
GTSTIFVDSICQQONFDWRVCGV-HGTSYGKGSYFARDAAYSHHYSKSD-

. L kK kR kRxy % o kkgkakks 3 k%

VRVLVGAYTQGDAGIRRPPPVNPG-=====- EPYGRMYDSCVNDTANPNIFVIFDNAQCY
ARVLVGRYTCGKAGYVRPPAIKASPSTSAGQPAPEVFYDSCVNTEIDPSIFVVFERDQIY
ALVLVGEFTKGNRDYLRPPQKGTK —--KRLYDSCVDSESNPAIFVVFEKQQOIY
—~RSTSFYDSCVDSKSNPSIFVIFEKHQIY
--QNFYDSCVNSSSNPSIFVIFEKQQVY
—-SNAFYDSCVNSMSDPTIFVVFEKHQVY
—SNAFYDSCVNSVSDPSIFVIFEKHQVY
————————— SNAFYDSCVNSVSDPSIFVIFEKHQVY

JR—— Lk kK x

P .

679
716
668
PEYLIKYSDK- 649
PEYLIEYLDQACARML- = 773
PEYLIQYSTSSKPPASPSIFVALGNLFTSRQ 711
PEYVIQYTTSSKPSVTPSILLALGSLEFSSRQ 701
PEYLIQYSTSSKPSVTPSILLALGSLFSRQ- 700

-

588
554
531
653
574
564
564

619
647
610
587
708
629
619
619

672
707
660
639
757
680
670
670



Percent identity matrix:

a3 o

XP_019640190.1[
XP_032833032.1[P.marinus]
XP_014003371.1[S.salar]
XP_018096331.1[X.laevis]
XP_416333.5[G.gallus]
NP_766481.2 [M.musculus]
NP_073587.1[H.sapiens]
XP_024106109.1[P.abelii]
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B.belcheri]

100

33.
34.
33.
32.
31.
33.
32.

Percent Identity Matrix - created by Clusta

.00
28
61
98
97
43
04
87

33

100.
37.
39.
38.
38.
39.
39.

12.

.28
00
08
00
62
58
63
63

34.
.08
100.
45.
45.
45.
46.
46.

61

00
92
40
64
13
13

.98
.00
.92
.00
.94
.88
.49
.64

32.
38.
45.
50.
100.
54.
54.
54.

97

40
94
00
20
41
41

31.
38.
45.
51.
54.
100.

81
81

43

64
88
20
00
.03
.43

33.

46.
51.
54.
81.
100.

97

04
.63
13
49
41
03
00
.71

32.
39.
46.
51.
54.
81.
97.

100

87
63
13
64
41
43
71
.00



