UniprotKB Entry name organism [full name |oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular extracellular |cytosol [nucleus mitochndrion em!oplasmlc golgi - extl.'acellular
ID sites sites reticulum apparatus membrane region
IAOABN7T837 |AOABN7T837_DANRE [Danio Leucine-- (26.412228 NaN NaN 40044042 MTERKGTAKLDFLKKIEEEVQQKWE [NaN NaN NaN |NaN NaN NaN NaN NaN None
rerio tRNA QDKLFENEAPATIGENTNKNKYFITF
ligase, PYPYMNGRLHLGHTFCLSKCEFAVG
cytoplasmic 'YQRLKGKQCLFPFGLHCTGMPIKAC

ADKLKREMELYGYPPQFPEEDEEEE
EQKKTSDDVIIKDKTKGKKSKAVAKS
GSSKFQWDIMKSLGLQDAEIVKFAE
AEHWLDYFPPLAVEDLKRMGLKVD
WRRSFITTDVNPFYDSFVRWQFINL
KERKKIKFGKRYTIYSPKDGQPCMD
HDRQTGEGVGPQEYTLIKMKVVEPY
PTKLGALKGKTVFLVAATLRPETMF
GQTNCWIRPDMKYVVFETANGDLFI
STQRSARNMSYQGFTKENGVVPVIM
NIMGQDILGCALSAPLTSYKTIYALP
MLTIKEDKGTGVVTSVPSDAPDDIAA
LRDIKKKQALREKYGIQDFMVLPFEP
VPIIEIPGYGNLSAPLVCDELKIQSQN
DREKLAEAKEKVYLKGFYEGIMLVE
GFKGQKVQDVKKPIQKMMVEKGEA
LIYMEPEKQVLSRSADECVVALCDQ
WYLDYGNEEWKKQAHGVLEHLETF
CDETRKNFEATLAWLQEHACSRTYG
LGTRLPWNEQWLIESLSDSTIYMAY
YTVAHLLQGGVLSGQGPSPLGIRPQ
QMTREVWDYIFFKTSPFPKTDIPKE
HLLKLRREFEFWYPVDVRVSGKDLV
PNHLSYYLYNHVAMWPNDSGKWP
QAVRANGHLLLNSEKMSKSTGNFL
TLSQAIAKFSADGMRLALADAGDTV
EDANFVEAMADAGILRLFTWVEWV
KEMIANQDNLRTGPADTFNDRVFIS
EMNSGIIKTDQHYERMMYKEALKSG
FFEFQAAKDKYRELAIEGMHKDLVF
QFIENQTLLLAPICPHLCEHTWSLLG
KSSTVMKAQWPTAGPVDEILIRSSQY
LMDTAHDLRLRLKAYTQPAKGKKGD
NKPPAKPTHCTIYVAKTYPPWQHSA
LSLLGKHYKSNNGALPDNKVIAMEL
GAMPELKKYMKRVMPFVAMIKDNL
EKNGPRVLDLELEFDERAVLLENIVY
LTNSLELDQIDVVFASEADEKVKED
CCPGKPFCVFRSEPGVIISLVNPQPS
NGLFSTKIDIRQGDSKDSIIRRLSRV
NRGIKDLSKVKLMRYEDPVLGPRRIP
VLGKEEEGKLPVSNSSVFHISLQESK
VHMSDNGLKVDIGDTLIYLV




