SH3BP5

Homo sapiens:

>sp|060239|3BP5_HUMAN SH3 domain-binding protein 5 OS=Homo sapiens OX=9606 GN=SH3BP5 PE=1 SV=2
MDAALKRSRSEEPAEILPPARDEEEEEEEGMEQGLEEEEEVDPRIQGELEKLNQSTDDIN
RRETELEDARQKFRSVLVEATVKLDELVKKIGKAVEDSKPYWEARRVARQAQLEAQKATQ
DFQRATEVLRAAKETISLAEQRLLEDDKRQFDSAWQEMLNHATQRVMEAEQTKTRSELVH
KETAARYNAAMGRMROLEKKLKRAINKSKPYFELKAKYYVOLEQLKKTVDDLOAKLTLAK
EYKMALKNLEMISDEIHERRRSSAMGPRECGUGARGSS TSVEDLPGSKPEPDAISVASE
AFEDDSCSNFVSEDDSETQSVSSFSSGPTSPSEMPDOFPAVVRPGSLDLPSPVSLSEFGM

MFPVLGPREEGSGAS S PECEVERGDRAEGAENKTS DKANNNRGL KSQSST

SPEGQALENRMKOLSLOCSKGRDGI IADIKMVOIG

Pongo abelii:

>XP_002814083.1 SH3 domain-binding protein 5 [Pongo abelii]
MDAALKRSRSEEPAELLPPARDEEEEEEEGMEQGLEEEEEVDPRIQGELEKLNQSTDDINRRETELEDAR
OKFRSVLVEATVKLDELVKKIGKAVEDSKPYWEARRVARQAQLEAQKATQDFQRATEVLRAAKET I SLAE
QRLLEDDKRQFDSAWQEMLNHATQRVMEAEQTKTRSELVHKETAARYNAAMGRMRQLEKKLKRAINKSKP
YFELKAKYYVQLEQLKKTVDDLOAKLTLAKGEYKMALKNLEMISDETHERRRS SAMGPRECEVGARGS ST
SVEDLPGSKPEPDAISVASEAFEDDSCSNFVSEDDSETQSVSSFSSGPTSPSEMPDQFPAVVRPGSLDLP
SPVSLSEFGMMFPVLGPREBESGASS PECEVERGDRAEGAENKTS DKANNNRGLSN. KSQSST
SPEGQALENRMKQLSLQCSKGRDGIIADIKMVQIG

Mus musculus:

>NP_036024.2 SH3 domain-binding protein 5 isoform 1 [Mus musculus]
MDTALKRSRSDEPAELPPPAREVEEKEEEEERMEQGLEEEEEEVDPRIQGELEKLNQSTDDINRRETELE
DARQKFRSVLVEATVKLDELAKKIGKAVEDSKPYWEARRVARQAQLEAQKATQDFQRATEVLRAAKETIS
LAEQRLLEDDKRQFDSAWQEMLNHATQRVMEAEQTKTRSELVHKETAARYNAAMGRMRQLEKKLKRATNK
SKPYFELKAKYYVQLEQLKKTVDDLOAKLALAKGEYKAALKSLERI SDE IHERRRSNAMG PRGCGVGAEG
SIASVENLPVSKPEPDAISVASEAFEDDNCSNLVSEDDSETQSVSSFSSGPTSPSEMPDQFPAVARPGSL
DLPSPVSLSEFGMMFPILGPREBGSGASS PECEVERGDRAEGAENKMS DKANNNRVLGSTNGGSGRSRSQ
SSTSLESQALETRMKQLSLOCSKGRDGIIADIKMVQIG

Gallus gallus:

>NP_001026160.3 SH3 domain-binding protein 5 [Gallus gallus]
MEPGGRRGRAAEEAPRPEEEEVDPRIQGELEKLNQSTDVINRRETELEDAROKFRSVLVEATVKLDELVK
KIGKAVEDSKPYWEARRVARQAQLEAQRATODFQRATEVLRAAKET I SLAEQRLLEDDKRQFDSAWQEML
NHATQRVMEAEQTKTRSELVHKETAAKYNAAMGRMKQLEKKLKRAINKSKPYFELKAKY YVQLEQLKKTY
DDLQAKLSLAKGEYKTALKNLEMI SDE I HERRRSAAMGPRECGUGABGSNTSVEDLSTSKPELDAVSMAS
EVFEDDNGSSFVSEEDSETQSVSSFSSGPTSPSEVPAPFPPATRPGTLDLPSPVSLSEFGAIFPILGPRE
[EGSEAS sPECEAERGDRAEGAENKAS DRVNKNRS SNRSGSTEGLALDNRMKOLS LOCMKIKEGI CAGRKA
AQIG

Xenopus laevis:

>XP_018122983.1 SH3 domain-binding protein 5 [Xenopus laevis]
METILIKNTGOQENEQLKEEEEEEVDPRIQGELEKLNQSTDDINRREIELEDARQKFRSVLTEATLKLDE
MVKKIGKAVEDSKPYWEARKVARQAQLEAQKATODFORATEVLRAAKET I SLAEQRLLEDDKRQFDSAWQ
EMLNHATQRVMEEEQKKTRSELLHKETAAKYNAAMGRMKQLEKKLKRT INKSKPYFELKAKYYLOLEQLK
KTVDDLOAKLSLAKGEYKTALKNLEMISDEIHEKRRTS SMGPRERGUGSEGNNS LEDLSACKLDSDNISM
TSEVFDDDNLSSLVSEEDSETQSMSSFSSVPTSPAEIPSPFPNVPRPGSLDLSSPLSLSDFGLISPILGP

SPECDLERGNRAEGSENAAQDRINNNSKSNSRKAMALPVLDNKIKQITLECTKTGNGTNTER
KKCSRSQSLASTLLVNAV

Salmo salar:

>XP_014056350.2 SH3 domain-binding protein 5 [Salmo salar]
MDNLEKENRSDEDSEYEEEEVDPRIQGELEKLNQSTDDINRCETQLEDARQKFRTVLVEATVKLDELVKK
IGKAVEESKPYWEARRVARQAQLEAQRATQDFORATEVLRAAKET IALAEQRLLEEDTRQFDSAWQEMLN
HATQRVMEAEHTKTRSELVHKETAAKY TAAMGRMKQLEKKLKRT INKSKPYFELKAKYYLQLEHLKKNVD
ELOAKLSQAKEGYKTALRNLEVISDEIHERRRNSAMGPRERGUGABGDSASVDDISSFKMESDGISMTSE
SFEDETCSSSAMSEEDSETRSTCSPQDLPSPCPSASSSSPAPSSSSSPAPSSRPCSLDLPSPVSLSDFGL
15PVLGPREEESEASS PECDLERGDRAEGAEGELDNTVNNNS TTVEPNTNKT TGLEVRLSFLSLRRSRNDS
TNNTKRERQSRSQTPTQTVVLINGL

Petromyzon marinus:

>XP_032831288.1 SH3 domain-binding protein 5-like [Petromyzon marinus]
MVMTKMIKMMIMTMMMVVMTMMCLOVMKAEQDKGRSELVHKQTAERY SVTMVHMNQLERKLKRT IKKSRP
YYELKAKYYLELEHQKQRVEGLOEAVTATKGQYRAALDSLERISDEIHARRKASAVEE PRORGUGABTTG
AFSMELGFFSMDGDSFSVASDACESDACSLMASKDDNYLESCSPCAGGAVPPAPLPTRPPALOLAASEPG
SGSRSGSSSGSGSRSSSGSGADPDSGFFSPVODERLGPREDOSGASS PECEGLPPLTGAGSSLPPSEAEA
EPAEKTRAAETGREGFCVDSVTPRGEEEEEDGS DAAASGASGTHTATADGGVGGGERERDMRAAERREQE,
EEEDGADSGEATAKESGDGQVAEGEGRSVSGTDGGAAMHEAS PEEEPAAAWAVRAEDLSVGGVKLEQKDE
EVEDEGVEVEKVEVEEVEEDEEVDLQGDIGDRGGEGVAGAGFTAGALGASVRDVAL

Branchiostoma belcheri:

>KAIB8492211.1 SH3 domain-binding protein 5 [Branchiostoma belcheri]
MSEQGOPETSSGDEGLDPRIQEELERLNAASNE INKLEAELDEARALFROTLTESTQKLNLLSKKMGKSV
OKARPYYDAKKMAKQAQVEAQKAAVEYQRANGIHRAARETISLAEQRLFSDADEKRQFDSAWQEMLNHAT
MKVMEAEQMRSKSEHDHOQKAEAYNTANHKLOQLEKSLKKVIAKTKPY FDVKTSFELOLLQOKONVEDLQ
KAVSASKVKYREALKNLESISDEIHRNRQLLKE PREAGVGARADRDDLPEINLDDVDSCSQYSDLDDGNS
LDTDSTTDDASMIAQTDDASLSRRDRGGSFTSHSSSVGESVSSSSAVGAACSQODVVEKTAEGGCTNEGTA
TESGOAVEGGSYTEGTAPAVQAVEGGLTEKVTAGDGDKAEDSMVVAGTVTCREEEQHRMEE IQMLTEGNS
ONTSONADTTEIETDKTDKEDIDVHVOQEAVDDVEKSFEDVVEEGYKEDMSHNADVPTPVAIPGNVNAEE
VVEQQOVTPTEVVKAESESFPTLKNEGDRTNMPNVAVACDPSLKDEVKVSECREEVIEQKVGODEVKFES
TEGSALENQEPKVAFEDVVVKETVEAIEESQTAGSVTGRNDEEDNAKREEGTEVRSVESQETSVPDTPVE
AVSNASIEEVSNTSTEEKPPEIRQTDKSSSVEKIRGRNDS




Drosophila melanogaster:

>NP_611010.4 parcas [Drosophila melanogaster]
MSSAEDGELDPQIQIELENLNSATDE INKLEIELEEANSTFRILLNESTRRLKVSSKKLGNCIEKARPYY
EALDKAREAQIECQKAAVKFQRANETHAAAKETVALAEQRFMSNSHEWQF DNAWQEMLNHATQKVMDAET
OKADCHAEHQRLTKLFNAAEQKLQOLEDRFRRSINKSRPYFEEKQVCQDQLOTOKNRIQELOQOVAGAKS
TYSTALRNLERISEDIHRQRGDFPTPPGPREBGUGARLNSPTSSALPSLPDFQLELEKCDYPSIAGSQMS
LGAKTPQAAAETEDEEDACDY DETGAGELRGVVDERDLEALRQKVKILAVRPIEGGDGOQONDVWEHELK
ATVDKLDHLMMLKETAKROQTNRLKSTEQRPDSLGAEALKRHCDVVEVKVTSCATTASLPVTPHHOLNHL
APPTPIKKLOQOLAPLPSVNVSMRELPLLARLSNELLDRSSAAFGGVRKTLRRRSLE

Hydra wvulgaris:

>XP_047136805.1 SH3 domain-binding protein 5-like isoform X1 [Hydra vulgaris]
MYDSLVLEMISKENEARQKSKYNNVEENEEEEELDPRIKCELERLNAATDG INHLETEFGEAQALFQQLM
QDAAFNLKVMHQKLGKAVDKSRPYYEALKCAKISHSELHEAALKFEQAQTRHFNAKKLVTDTERIVFSST
DRKLDPALQEMLNQATVEVMEAATQSQKAWEVHRNASVEFEKKNKVALDLYDSLKKHIVKSRPYFDLKSS
FNQQLDLOKTRLEKVQEGLQVSKNEYAKILHNLELISDDIHQSREMKRKVCSEMREBGUGSESQSNNNVL
VYKDVEKQEEKNNSNLYLNQRDDNIGDKENLDKNLSQVSGQTELVNLGESLSQSSDLFLNONDENIGCNE
NLGESLSQVSGPTELVKIRKQVQSLLETSAEQKSKNRLSQTERLINVNKTLIENCFDKSYDVITSHSIPF
SHPQEEFVDSSINEYHNISKFLKKSFILPEFEIIPRRHTISGEKDSFQLLNHNKKLFCKSSSALT

Nematostella vectensis:

>XP_001637874.3 SH3 domain-binding protein 5-like [Nematostella vectensis]
MSSLTLSTDDTKLSHKFSDDEVDSEESLDPRVKGELERLNSATTEINCLEKALEEMHALFROTLTESAFY
LKSHANRYGKSINQSRPYYEALERSKKAQIATQKAALKYERACCTHOARKEMVARAEEKLVSTSKEHKVL
DPTWQDMLNKAVMKVMESEQEKCHAEKEHLETAHLFTKAGKELODLKTKLKTAINKSRVY FDLKTKYMDO
LEAHKKEVISLOGKLKVAKKDY SMSLRKLEGISDETHEVRQSRISLCLPSRESGUGARC PGHOAPSEGRT
ARDWDEDGMMVLPDGRCDDSDKSTTDSTRGDTSES I PDAVCNDTSKPI PDGVCNDTSKS I PDAVCNDTSK
SIPDAVCDDTSKSIPDPVCDNLDESPKISTMDRASDVS PASGACNDTAESALDAVCGDLGELPSEGTIDD
FSEST

Amphimedon queenslandica:

No homolog found.
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