
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

0

P46940 IQGA1_HUMAN Homo
sapiens

Ras
GTPase-
activating-
like
protein
IQGAP1

16.474332 S256;T435 S2;T172;S330;S1441;S1443 23301498;37217939;33214551;164
08927;40596516;26853435;386659
16;34725712;40914422;35008409;3
4019948;29351928

MSAADEVDGLGVARPHYGSVLDNE
RLTAEEMDERRRQNVAYEYLCHLEE
AKRWMEACLGEDLPPTTELEEGLR
NGVYLAKLGNFFSPKVVSLKKIYDRE
QTRYKATGLHFRHTDNVIQWLNAM
DEIGLPKIFYPETTDIYDRKNMPRCIY
CIHALSLYLFKLGLAPQIQDLYGKVD
FTEEEINNMKTELEKYGIQMPAFSKI
GGILANELSVDEAALHAAVIAINEAI
DRRIPADTFAALKNPNAMLVNLEEP
LASTYQDILYQAKQDKMTNAKNRTE
NSERERDVYEELLTQAEIQGNINKV
NTFSALANIDLALEQGDALALFRALQ
SPALGLRGLQQQNSDWYLKQLLSDK
QQKRQSGQTDPLQKEELQSGVDAA
NSAAQQYQRRLAAVALINAAIQKGV
AEKTVLELMNPEAQLPQVYPFAADL
YQKELATLQRQSPEHNLTHPELSVA
VEMLSSVALINRALESGDVNTVWKQ
LSSSVTGLTNIEEENCQRYLDELMK
LKAQAHAENNEFITWNDIQACVDH
VNLVVQEEHERILAIGLINEALDEGD
AQKTLQALQIPAAKLEGVLAEVAQHY
QDTLIRAKREKAQEIQDESAVLWLD
EIQGGIWQSNKDTQEAQKFALGIFAI
NEAVESGDVGKTLSALRSPDVGLYG
VIPECGETYHSDLAEAKKKKLAVGD
NNSKWVKHWVKGGYYYYHNLETQE
GGWDEPPNFVQNSMQLSREEIQSSI
SGVTAAYNREQLWLANEGLITRLQA
RCRGYLVRQEFRSRMNFLKKQIPAIT
CIQSQWRGYKQKKAYQDRLAYLRSH
KDEVVKIQSLARMHQARKRYRDRLQ
YFRDHINDIIKIQAFIRANKARDDYKT
LINAEDPPMVVVRKFVHLLDQSDQD
FQEELDLMKMREEVITLIRSNQQLE
NDLNLMDIKIGLLVKNKITLQDVVS
HSKKLTKKNKEQLSDMMMINKQKG
GLKALSKEKREKLEAYQHLFYLLQT
NPTYLAKLIFQMPQNKSTKFMDSVI
FTLYNYASNQREEYLLLRLFKTALQE
EIKSKVDQIQEIVTGNPTVIKMVVSF
NRGARGQNALRQILAPVVKEIMDDK
SLNIKTDPVDIYKSWVNQMESQTGE
ASKLPYDVTPEQALAHEEVKTRLDSS
IRNMRAVTDKFLSAIVSSVDKIPYGM
RFIAKVLKDSLHEKFPDAGEDELLKI
IGNLLYYRYMNPAIVAPDAFDIIDLSA
GGQLTTDQRRNLGSIAKMLQHAAS
NKMFLGDNAHLSIINEYLSQSYQKF
RRFFQTACDVPELQDKFNVDEYSDL
VTLTKPVIYISIGEIINTHTLLLDHQD
AIAPEHNDPIHELLDDLGEVPTIESLI
GESSGNLNDPNKEALAKTEVSLTLT
NKFDVPGDENAEMDARTILLNTKRL
IVDVIRFQPGETLTEILETPATSEQEA
EHQRAMQRRAIRDAKTPDKMKKSK
SVKEDSNLTLQEKKEKIQTGLKKLTE
LGTVDPKNKYQELINDIARDIRNQRR
YRQRRKAELVKLQQTYAALNSKATF
YGEQVDYYKSYIKTCLDNLASKGKVS
KKPREMKGKKSKKISLKYTAARLHE
KGVLLEIEDLQVNQFKNVIFEISPTE
EVGDFEVKAKFMGVQMETFMLHYQ
DLLQLQYEGVAVMKLFDRAKVNVN
LLIFLLNKKFYGK

True True 4.734 5.0 1.843 1.798 1.684 5.0


