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name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

P09436 SYIC_YEAST Saccharomyces
cerevisiae

Isoleucine--
tRNA
ligase,
cytoplasmic

24.475439 NaN S829;S1059 33229814 MSESNAHFSFPKEEEKVLSLWDEID
AFHTSLELTKDKPEFSFFDGPPFATG
TPHYGHILASTIKDIVPRYATMTGHH
VERRFGWDTHGVPIEHIIDKKLGITG
KDDVFKYGLENYNNECRSIVMTYAS
DWRKTIGRLGRWIDFDNDYKTMYPS
FMESTWWAFKQLHEKGQVYRGFKV
MPYSTGLTTPLSNFEAQQNYKDVND
PAVTIGFNVIGQEKTQLVAWTTTPWT
LPSNLSLCVNADFEYVKIYDETRDRY
FILLESLIKTLYKKPKNEKYKIVEKIK
GSDLVGLKYEPLFPYFAEQFHETAFR
VISDDYVTSDSGTGIVHNAPAFGEED
NAACLKNGVISEDSVLPNAIDDLGRF
TKDVPDFEGVYVKDADKLIIKYLTNT
GNLLLASQIRHSYPFCWRSDTPLLYR
SVPAWFVRVKNIVPQMLDSVMKSH
WVPNTIKEKRFANWIANARDWNVS
RNRYWGTPIPLWVSDDFEEVVCVGS
IKELEELTGVRNITDLHRDVIDKLTIP
SKQGKGDLKRIEEVFDCWFESGSMP
YASQHYPFENTEKFDERVPANFISE
GLDQTRGWFYTLAVLGTHLFGSVPY
KNVIVSGIVLAADGRKMSKSLKNYP
DPSIVLNKYGADALRLYLINSPVLKA
ESLKFKEEGVKEVVSKVLLPWWNSF
KFLDGQIALLKKMSNIDFQYDDSVK
SDNVMDRWILASMQSLVQFIHEEM
GQYKLYTVVPKLLNFIDELTNWYIRF
NRRRLKGENGVEDCLKALNSLFDAL
FTFVRAMAPFTPFLSESIYLRLKEYIP
EAVLAKYGKDGRSVHFLSYPVVKKE
YFDEAIETAVSRMQSVIDLGRNIREK
KTISLKTPLKTLVILHSDESYLKDVEA
LKNYIIEELNVRDVVITSDEAKYGVE
YKAVADWPVLGKKLKKDAKKVKDAL
PSVTSEQVREYLESGKLEVAGIELVK
GDLNAIRGLPESAVQAGQETRTDQD
VLIIMDTNIYSELKSEGLARELVNRIQ
KLRKKCGLEATDDVLVEYELVKDTID
FEAIVKEHFDMLSKTCRSDIAKYDGS
KTDPIGDEEQSINDTIFKLKVFKL
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