UniprotKB Entry name |organism full oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma extt"acellular

1D name sites sites reticulum apparatus membrane [region

QI9QUMO |ITA2B_MOUSE [Mus Integrin [25.685855 NaN NaN 39627609 MARASCAWHSLWLLQWTPLFLGPS |False True 2.69 2.604 [2.577 1.877 1.526 5.0 3.893
musculus |alpha- IAVPPVWALNLDSEKFSVYAGPNGSH

IIb

FGFSVDFHKDKHGSVSIVVGAPRAL
NASQEETGAVFLCPWKANGGKCNP
LLFDLRDETRNLGFQIFQTFKTGQG
LGASVVSWNDVIVACAPWQHWNVL
EKRDEAEKTPVGGCFLAQLQSGGRA
EYSPCRANTMSSVYAESFRGDKRYC
EAGFSLAVTQAGELVLGAPGGYFFL
GLLARVPIENIISSYRPGTLLWHVSN
QRFTYDNSNPVFFDGYRGYSVAVGE
FDGDPSTTEYVSGAPTWSWTLGAVE
ILDSYYQPLHRLHGEQMASYFGHSV
AVTDVNGDGRHDLLVGAPLYMESR
ADRKLAEVGRVYLFLQPKGPQALST
PTLLLTGTQLYGRFGSAIAPLGDLNR
DGYNDIAVAAPYGGPSGQGQVLIFLG
QSEGLSPRPSQVLDSPFPTGSGFGFS
LRGAVDIDDNGYPDLIVGAYGASKVA
'VYRAQPVVMATVQLMVQDSLNPTLK
NCVLDQTKTPVSCFNIQMCVGATGH
NIPQKLHLKAELQLDLQKPRQGRRV
LLLASQQASLTLSLDLGGRDKPICHT
TGAFLRDEADFRDKLSPIVLSLNVSL
PPEETGGAPAVVLHGETHVQEQTRII
LDCGEDDLCVPQLRLTATAGDSPLLI
GADNVLELKIEAANDGEGAYEAELA
VHLPPGAHYMRALSNIEGFERLVCT
QKKENESRVALCELGNPMKKDTRIG
ITMLVSVENLEEAGESVSFQLQVRS
KNSQNPNSKVVMLPVAIQAEATVEL
RGNSFPASLVVAAEEGDREQEDLDR
WVSRLEHTYELHNIGPGTVNGLRLL
IHIPGQSQPSDLLYILDVQPQGGLLC
STQPSPKVDWKLSTPSPSSIRPVHH
QRERRQAFLQGPKPGQQDPVLVSCD
GSASCTVVECELREMVRGQRAMVT
VQVMLGLSSLRQRPQEQFVLQSHA
WFNVSSLPYSVPVVSLPSGQARVQT
QLLRALEERAIPVWWVLVGVLGGLL
LLTLLVLAMWKAGFFKRNRPPLEED
EEEE




