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UniprotKB Entry name organism full name oglcnacscore oglcnac . vlation PMIDS sequence intracellular extracellular [cytosol nucleus mitochndrion e‘“?"" lasmic golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
043150 IASAP2_HUMAN [Homo Arf-GAP  |19.176706 S770 S701;S822;T903 [39531497;38665916 MPDQISVSEFVAETHEDYKAPTASSF [True True 4.668 [2.6 1.254 1.203 5.0 5.0 1.235
sapiens  |with SH3 TTRTAQCRNTVAAIEEALDVDRMVL

domain, YKMKKSVKAINSSGLAHVENEEQYT

ANK QALEKFGGNCVCRDDPDLGSAFLKF

repeat SVFTKELTALFKNLIQNMNNIISFPL

and PH DSLLKGDLKGVKGDLKKPFDKAWK

domain- DYETKITKIEKEKKEHAKLHGMIRTE

containing ISGAEIAEEMEKERRFFQLQMCEYL

protein 2 LKVNEIKIKKGVDLLQNLIKYFHAQC

NFFQDGLKAVESLKPSIETLSTDLHT
IKQAQDEERRQLIQLRDILKSALQVE
QKEDSQIRQSTAYSLHQPQGNKEHG
TERNGSLYKKSDGIRKVWQKRKCSV
KNGFLTISHGTANRPPAKLNLLTCQ
VKTNPEEKKCFDLISHDRTYHFQAE
DEQECQIWMSVLQNSKEEALNNAF
KGDDNTGENNIVQELTKEIISEVQR
MTGNDVCCDCGAPDPTWLSTNLGI
LTCIECSGIHRELGVHYSRMQSLTLD
VLGTSELLLAKNIGNAGFNEIMECC
LPAEDSVKPNPGSDMNARKDYITAK
YIERRYARKKHADNAAKLHSLCEAV
KTRDIFGLLQAYADGVDLTEKIPLAN
GHEPDETALHLAVRSVDRTSLHIVD
FLVQNSGNLDKQTGKGSTALHYCCL
TDNAECLKLLLRGKASIEIANESGET
PLDIAKRLKHEHCEELLTQALSGRF
NSHVHVEYEWRLLHEDLDESDDDM
DEKLQPSPNRREDRPISFYQLGSNQ
LQSNAVSLARDAANLAKEKQRAFMP
SILQNETYGALLSGSPPPAQPAAPST
TSAPPLPPRNVGKVQTASSANTLWK
TNSVSVDGGSRQRSSSDPPAVHPPL
PPLRVTSTNPLTPTPPPPVAKTPSVM
EALSQPSKPAPPGISQIRPPPLPPQPP
SRLPQKKPAPGADKSTPLTNKGQPR
GPVDLSATEALGPLSNAMVLQPPAP
MPRKSQATKLKPKRVKALYNCVADN
PDELTFSEGDVIIVDGEEDQEWWIG
HIDGDPGRKGAFPVSFVHFIAD




