}Jl;l iprotKB Entry name organism full name |oglcnacscore oplcnac phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi
sites reticulum |apparatu
Q14C86 GAPD1_HUMAN |Homo GTPase- [16.166367 S946 S227;T390;T458;T460;S466;T470;S |34229054;34019948;30379171;405 |MVKLDIHTLAHHLKQERLYVNSEKQ (True True 4.671 |False |False False False
sapiens activating 566;S569;S742;S746;S757;T762;S7 |96516;29351928;28510447 LIQRLNADVLKTAEKLYRTAWIAKQQ
protein 66;S876;5902;5903;5908;S914;S96 RINLDRLIITSAEASPAECCQHAKILE
and VPS9 6;51019;S1046;51096;S1103 DTQFVDGYKQLGFQETAYGEFLSRL
domain- RENPRLIASSLVAGEKLNQENTQSVI
containing YITVFTSLYGNCIMQEDESYLLQVLRY
protein 1 LIEFELKESDNPRRLLRRGTCAFSIL

FKLFSEGLFSAKLFLTATLHEPIMQL
LVEDEDHLETDPNKLIERFSPSQQE
KLFGEKGSDRFRQKVQEMVESNEA
KLVALVNKFIGYLKQNTYCFPHSLR
'WIVSQMYKTLSCVDRLEVGEVRAM
CTDLLLACFICPAVVNPEQYGIISDAP
INEVARFNLMQVGRLLQQLAMTGS
EEGDPRTKSSLGKFDKSCVAAFLDV
VIGGRAVETPPLSSVNLLEGLSRTVV
YITYSQLITLVNFMKSVMSGDQLRE
DRMALDNLLANLPPAKPGKSSSLEM
TPYNTPQLSPATTPANKKNRLPIATR
SRSRTNMLMDLHMDHEGSSQETIQ
EVQPEEVLVISLGTGPQLTPGMMSE
NEVLNMQLSDGGQGDVPVDENKLH
GKPDKTLRFSLCSDNLEGISEGPSN
RSNSVSSLDLEGESVSELGAGPSGS
NGVEALQLLEHEQATTQDNLDDKL
RKFEIRDMMGLTDDRDISETVSETW
STDVLGSDFDPNIDEDRLQEIAGAAA
ENMLGSLLCLPGSGSVLLDPCTGSTI
SETTSEAWSVEVLPSDSEAPDLKQE
ERLQELESCSGLGSTSDDTDVREVS
SRPSTPGLSVVSGISATSEDIPNKIED
LRSECSSDFGGKDSVTSPDMDEITH
GAHQLTSPPSQSESLLAMFDPLSSH
EGASAVVRPKVHYARPSHPPPDPPIL
EGAVGGNEARLPNFGSHVLTPAEM
EAFKQRHSYPERLVRSRSSDIVSSVR
RPMSDPSWNRRPGNEERELPPAAAI
GATSLVAAPHSSSSSPSKDSSRGETE
ERKDSDDEKSDRNRPWWRKRFVSA
MPKAPIPFRKKEKQEKDKDDLGPDR
FSTLTDDPSPRLSAQAQVAEDILDKY
RNAIKRTSPSDGAMANYESTGDNH
DRDLSSKLLYHSDKEVMGDGESAH
DSPRDEALQNISADDLPDSASQAAH
PQDSAFSYRDAKKKLRLALCSADSV
AFPVLTHSTRNGLPDHTDPEDNEIV
CFLKVQIAEAINLQDKNLMAQLQET
MRCVCRFDNRTCRKLLASIAEDYRK
RAPYIAYLTRCRQGLQTTQAHLERLL
QRVLRDKEVANRYFTTVCVRLLLES
KEKKIREFIQDFQKLTAADDKTAQVE
DFLQFLYGAMAQDVIWQNASEEQL
QDAQLAIERSVMNRIFKLAFYPNQD
GDILRDQVLHEHIQRLSKVVTANHR
ALQIPEVYLREAPWPSAQSEIRTISAY
KTPRDKVQCILRMCSTIMNLLSLAN
EDSVPGADDFVPVLVFVLIKANPPCL
LSTVQYISSFYASCLSGEESYWWMQ
FTAAVEFIKTIDDRK




