RNF146

Homo sapiens:

>sp|QINTX7 |RN146 HUMAN E3 ubiquitin-protein ligase RNF146 OS=Homo sapiens OX=9606 GN=RNF146 PE=1 SV=1
MMAGCGEIDHS INMLPTNRKANESCSNTAPSLTVPECAICLQTCVHPVSLPCKHVFCYLC
VKGASWLGKRCALCRQEIPEDFLDKPTLLSPEELKAASRGNGEYAWYYEGRNGWWQYDER
TSRELEDAFSKGKKNTEMLIAGFLYVADLENMVQYRRNEHGRRRKIKRDIIDIPKKGVAG
LRLDCDANTVNLARESSADGADSVSAQSGASVQPLVSSVRPLTSVDGOLTSPATPSPDAS
TSLEDSFAHLQLSGDNTAERSHRGEGEEDHESPSSGRVPAPDTSIEETESDASSDSEDVS

AVVAQHSLTQORLLVSNANQTVPDRSDRSGT DREVAGEEH S VS VRSRREDEOC TV TEV

Pongo abelii:

>NP_001128751.1 E3 ubiquitin-protein ligase RNF146 [Pongo abelii]
MAGCGEIDHSINMLPTNRKANESCSNTAPSLTVPECAICLQTCVHPVSLPCKHVFCYLCVKGASWLGKRC
ALCRQEIPEDFLDKPTLLSPEELKAASRGNGEYAWYYE YGERTSRELEDAFSKGKKNTEMLIA
GFLYVADLENMVQYRRNEHGRRRKIKRDIIDIPKKGVAGLRLDCDANTVNLARESSADGADSVSAQSGAS
VQPLVSSVRPLTSVDGQLTSPATPSPDASTSLEDSFAHLQLSGDNTAERSHRGEGEEDHESPSSGRVPAP
DTSIEETESDASSDSEDVSAVVAQHSLTQORLLVSNANQTVPDRSDRSGT DREVAGEEH VS VS VRSRRED
BoCTvTEV

Mus musculus:

>BAE31549.1 unnamed protein product [Mus musculus]
MEMAGCGEIDHSINMLPTNKKANESCSNTAPSLTVPECAICLQTCVHPVSLPCKHVFCYLCVKGASWLGK
RCALCRQEIPEDFLDKPTLLSPEELK. RGNGEYAWYYEGRNGWWQYDERTSRELEDAFSKGKKNTEML
IAGFLYVADLENMVQYRRNEHGRRRKIKRDIIDIPKKGVAGLRLDCDTNTVNLARESSADGADSGSAQTG
ASVQLAVPSSTRPLTSVDGQLTSPVTPSPDAGISLEDSFAHLQLSGDSIAERSHRGEGEEDHESPSSGRV
PDTSVEETESDASSDSEDAPVVVAQHSLTQORPLVPNGNQTVADQS DRSGT DREVAGGREMS VNVRERRE
DPGOETVTEV

Gallus gallus:

>XP_015139929.3 E3 ubiquitin-protein ligase RNF146 [Gallus gallus]
MAGCGEIDHSINMLPTNRKTNESCANAAPSLTVPECAICLQTCVHPVSLPCKHVFCYLCVKGASWLGKRC
ALCRQEIPEDFLDKPTLLSPEELKAASRGNGEYAWYYE YDERTSRELEDAFSKGKKSTEMLIA
GFLYIADLENMVQYRRNEHGRRRKIKRDI IDIPKKGVAGLRLDCDTNSVNLARESSADGADS TLTGGAAA
VQPLVPVSARPLPSLDGQLMSPSTPSPDASTSLENSFAHLOINGDSMAERSHRGEGEEDHESSSSGRVPA
PDTSVEETESDASSDSEDVSAPLQQHPSSAQQRHLNANANQSGADRBUAGEEYANASVRSRRPDEOCTVT
EV

Xenopus laevis:

>XP_018118669.1 E3 ubiquitin-protein ligase rnfl46 [Xenopus laevis]
MAGCGEVSHSANMLPTNKKLGEPCSNSAPSSSVPECAICLQICVHPVSLPCKHIFCYLCVKGASWLGRRC
ALCRQEIPEDFLDKPTLLSPEELK RGNGEYAWYYE:! YDERTSRELEDAFTKGKKSTEMLIA
GFLYVADLENMVQYRRNEHGRRRKIKRDIVDIPKKGVAGLRLECDPANLNLARESSADGADNMAALGASS
SQPAPVLPARLHTSLSTTASQVLSHSDVTNSLENSFAELQIGDPVIGRNNIGEGEEGQPLINPRMPPPNA
VLEEPEPSDSNDHGSPALQHHSFLGNP

Salmo salar:

>NP_001167373.1 E3 ubiquitin-protein ligase rnfl46 [Salmo salar
MASCGEVDHSVSSLPSSKKGSGDSACSGSSGSSPALPVPECAICLQSCVHPVQLPCRHVFCFLCVKGASW
QSKRCALCRQEVPEDFLEHPTLLSPEELKTGGRGATGDNAWY YEGRNGWWQYDERTSRELEDAFSKGKKT
AEMLIAGFLYVADLENMVQYRRNEHGRRRKIKRDVVDIPKKGVAGLRLDTEGGVQGSAAAGRGNSADGAD
TSARAVQOAAAAPAATTVLSAPARPPTSLGGQPGSPTSPSLEDTLALLHISPTDAPERAEVGEGEEEAT
TPSMSSSPNTYADGSGDWSDDEGDGEAVEPREQRLRLGESLVDRSPPGAEASSSSSVRSRRPDGOCTEV

Petromyzon marinus:

>tr|S4R4WT |S4R4W7_PETMA E3 ubiquitin-protein ligase OS=Petromyzon marinus OX=7757 PE=4 SV=1
VPDCAICLQPCVHPARLPCRHVFCFLCAKGVALQSRRCALCRSEIPPDFLERPTLLCSTS

DGVPLKPRTANAWYYE! YDERTSAELEEAFARGSTTMEMLIAGYLYVADLEAMV
QYRRSEPSRRRKMKRDLLSAPKKGVAGLRLDLTAPAVSPAHASGVDGVDRAVAGTSSGSG
SVVAGGLLASAGPSTITVASPSSPVSSVATSSTLSVDPLPDSGATSSFPSRPATFAPQHQ
MRAVVGPPSPADSDDSSDRDDEEQDYEDNEGAASTSRQLAGMRLGRSGAVIDTAEAQQQS

AAPRSATLHVRSRDGRPDGQYTVTDV

Branchiostoma belcheri:

>XP_019623976.1 PREDICTED: E3 ubiquitin-protein ligase rnfl4é6-like [Branchiostoma belcheri]
MAESRSVASAETSLRQSSAKKRREKEEMAETATGQKPGGEDMIPECAVCLQTCVQPVRLPCTHIFCYLCV
KGVANQSKRCALCRQEIPIEYLERPELVKPIKVTEEQEGEEEEEVYCWEYEGRNGWWQYDERTNAELEDA
YTKKKKSCELLIAGFLYIIDFVNMLQFRRNDPSRRRRIKRDLTNTPKKGVAGVRLPAPAPPRNAPADGVE
GANEGATGGSRSVAVTSRATKSTRGPADHDEDDSNEDTNNRAEEDSTSEDVTDQSARGNARQSPDSLRQH
TPTQEEDDDGDTNSTGGAEMSEMVRMLORSRLGRGSDS SRSGVLQAVLQGQVSSVANVAMAREEIPGDSS

DESD

Drosophila melanogaster:

>tr|B72078|B72078_DROME E3 ubiquitin-protein ligase OS=Drosophila melanogaster 0X=7227 GN=Rnfld6 PE=2 SV=1
MSQQORSTEQIAASNNNTSDVIALDDDEDTDVQFVAALRPTAPVIDLCVSPSTSAARARAAA
AAAAHSGGGSGEDPAVGSASGAAASDTDSLASSPDEGALATGVDAAAAVSGEDSPSAAAA
ALECPICLQTCIHPARLPCGHIFCFLCVKGVAYKNRRCAMCRREIPAEFLDHPQLVNGIE
DICTTRATEDGFQWYYEGRNGWWQYDDRTSQDIEDAFKKGDKSCTILVAGYVYIVDLEQL
VQORONEPTRCRRVKRDLATIPKKGVAGLRIEGNQVTSDTVFSRPTNTANPTTVAARAASS
FISTIAATDAAIRIASDIIGSTLAHADELTRGLTASNLNDDLSSSGEQSNSTNSNDAGRS
PASSPASSSMQODLITRDLRNTQQOVIAHNQHTIDLFEQALNDFQALAMRNYVDSSDEENND

QDQEHELREREQLEAGEQPQSNDNPQRF

Hydra wvulgaris:

>XP_012555516.1 E3 ubiquitin-protein ligase rnfl46 [Hydra vulgaris]



MTYCWVDSNPDCAVCLQOQCLOPVQLPCKHIFCFLCLKGFAYRSKRCALCRSVIELEYFNNPIIIKVREKE
DVSSSTSNKVSVNLSTPSITYNWFYEGRNGWWQYDERASLILEKAFSNSKKNCEILIAGFLYVVDFERMV
QYRKDNLARLRKVKRDSDSTDLKGVAGIKLPKEIENKPDSKNVINKKELLTNTSDNQLNNNQETLATERP
FINLASDLSQONSSGVNEVLYGIQQVALKD

Nematostella vectensis:

>XP_048581887.1 E3 ubiquitin-protein ligase rnfl46 isoform X1 [Nematostella vectensis
MAEGPENVKERQSDISSSKEDVSDSAEPVKNAVYVYLSTPRYLVSYCCIFGDTEEEEVLONIFELDYQPD
CPVCLQQOASYPVRLPCGHMFCFLCIKGVALRSRKCAICRQPISPDYLDKPTLVKVVSGQSSSSDKAPSDP
PADEYVWFYEGRNGWWQYDTKTSKEVESAFKGGKRSCTLLIAGFLYLIDFENMFQMRRNEPGRRRRIKRD
KPNADRKGVAGIRLKGLTVSELADLKNQTTETSTADNQWTSTEDVSVQALSGSPTEAANRDCDDSASSTS
DKESAPDETTHEFACFMLMQPLIAHSESYHNSPVLGDVNAPS

Amphimedon queenslandica:

>XP_003383131.1 PREDICTED: E3 ubiquitin-protein ligase RNF146-like [Amphimedon queenslandica]
MADSENSKKGQYGDSKSLEEKEKKRKSESLDKEGDRVVQVEKDLSKLKIKEDIVPFDMKCPICQDKSRHP
LTLPCGHTFCYLCIKGVYARQKVCALCRQAIPQHCIVSPPGTGEREEEEGRKTCWYYEAKSGGWWEYEER
VRQELEIHYQSLQINNEDNQDDGQFVIYVSGFPYVVDFAKMIQYRODKPNRSRRIKREKGVAEEGEELVR

GVAGIPIAPSIRQDDN
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KVLEQARNIQTLQHSNRHLERKVTELESRREVTRRKILNRQPYTSTTTNDDDGDDDDDED
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NP_001128751.1[P.abelii]
BAE31549.1 [M.musculus]
XP_015139929.3[G.gallus]
XP_018118669.1[X.laevis]
NP_001167373.1[S.salar]
XP_032825805.1[P.marinus]
XP_019623976.1[B.belcheri]
AAL48063.1[D.melanogaster]
XP_012555516.1[H.vulgaris]
XP_048581887.1[N.vectensis]
XP_003383131.1[A.queenslandical

QINTX7 [H.sapiens]
NP_001128751.1[P.abelii]
BAE31549.1[M.musculus]
XP_015139929.3[G.gallus]
XP_018118669.1[X.laevis]
NP_001167373.1[S.salar]
XP_032825805.1[P.marinus]
XP_019623976.1[B.belcheri]
AAL48063.1[D.melanogaster]
XP_012555516.1[H.vulgaris]
XP_048581887.1[N.vectensis]
XP_003383131.1[A.queenslandica]l

QINTX7 [H.sapiens]
NP_001128751.1[P.abelii]
BAE31549.1 [M.musculus]
XP_015139929.3[G.gallus]
XP_018118669.1[X.laevis]
NP_001167373.1[S.salar]
XP_032825805.1[P.marinus]
XP_019623976.1[B.belcheri]
AAL48063.1[D.melanogaster]
XP_012555516.1[H.vulgaris]
XP_048581887.1[N.vectensis]
XP_003383131.1[A.queenslandica]
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QI9NTX7[H.sapiens]
NP_001128751.1[P.abelii]
BAE31549.1 [M.musculus]
XP_015139929.3[G.gallus]
XP_018118669.1[X.laevis]
NP_001167373.1[S.salar]
XP_032825805.1[P.marinus]
XP_019623976.1[B.belcheri]
AAL48063.1[D.melanogaster]
XP_012555516.1[H.vulgaris]
XP_048581887.1[N.vectensis]
XP_003383131.1[A.queenslandica]
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