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0 [accesionfoenchame] oMo | Description
FA21A_HUMAN||Q641Q2 FAM21A 10911.23|[51827648..51893269||WASH complex subunit FAM21A
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Click a modification site to display the information in detail.

[ Siteno | Aminoacia | Type | Division |
158 S P Lab 100520-GIST-IM3.mgf[F017514]
158 S P |[Paper Sci Signal 2011, 4(179), rs5

Protein Sequence

MMNRTTPDQE LAPASEPVWE RPWSVEEIRR SSQSWSLAAD AGLLQFLQEF SQQTISRTHE IKKQVDGLIR ETKATDCRLH NVFNDFLMLS NTQFIENRVY DEEVEEPVLK AE
AEKTEQEK TREQKEVDLI PKVQEAVNYG LQVLDSAFEQ LDIKAGNSDS EEDDANGRVE LILEPKDLYI DRPLPYLIGS KLFMEQEDVG LGELSSEEGS VGSDRGSIVD TEEEK

EEEES DEDFAHHSDN EQNRHTTQMS DEEEDDDGCD LFADSEKEEE DIEDIEENTR PKRSRPTSFA DELAARIKGD AVGRVDEEPT TLPSGEAKPR KTLKEKKERR TPSDDEE
DNL FAPPKLTDED FSPFGSGGGL FSGGKGLFDD EDEESDLFTE APQDRQAGAS VKEESSSSKP GKKIPAGAVS VFLGDTDVFG AASVPSMKEP QKPEQPTPRK SPYGPPPTG
L FDDDDGDDDD DFFSAPHSKP SKTGKVQSTA DIFGDEEGDL FKEKAVASPE ATVSQTDENK ARAEKKVTLS SSKNLKPSSE TKTQKGLFSD EEDSEDLFSS QSASKLKGAS
LLPGKLPTLV SLFDDEDEED NLFGGTAAKK QTLCLQAQRE EKAKASELSK KKASALLFSS DEEDQWNIPA SQTHLASDSR SKGEPRDSGT LQSQEAKAVK KTSLFEEDEE DD
LFAIAKDS QKKTQRVSLL FEDDVDSGGS LFGSPPTSVP PATKKKETVS EAPPLLFSDE EEKEAQLGVK SVDKKVESAK ESLKFGRTDV AESEKEGLLT RSAQETVKHS DLFSS

SSPWD KGTKPRTKTV LSLFDEEEDK MEDQNIIQAP QKEVGKGRDP DAHPKSTGVF QDEELLFSHK LQKDNDPDVD LFAGTKKTKL LEPSVGSLFG DDEDDDLFSS AKSQPL
VQEK KRVVKKDHSV DSFKNQKHPE SIQGSKEKGI WKPETPQDSS GLAPFKTKEP STRIGKIQAN LAINPAALLP TAASQISEVK PVLPELAFPS SEHRRSHGLE SVPVLPGSGE
AGVSFDLPAQ ADTLHSANKS RVKMRGKRRP QTRAARRLAA QESSETEDMS VPRGPIAQWA DGAISPNGHR PQLRAASGED STEEALAAAA APWEGGPVPG VDRSPFAKSL

GHSRGEADLF DSGDIFSTGT GSQSVERTKP KAKIAENPAN PPVGGKAKSP MFPALGEASS DDDLFQSAKP KPAKKTNPFP LLEDEDDLFT DQKVKKNETK SNSQQDVILT TQ
DIFEDDIF ATEAIKPSQK TREKEKTLES NLFDDNIDIF ADLTVKPKEK SKKKVEAKSI FDDDMDDIFS SGIQAKTTKP KSRSAQAAPE PRFEHKVSNI FDDPLNAFGG Q

Backcolor of amino acid :  Yellow -> site of modification. gray -> in front of processing
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