}Jl;l iprotKB Entry name |organism full oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enc:!oplasmlc golgi plasma extx:ac
name sites sites reticulum |apparatus membrane region
Q92616 GCN1_HUMAN [Homo Stalled 19.417476 NaN S729;S786;52276(23301498;33214551;16408927;268 [MAADTQVSETLKRFAGKVTTASVKE (True False 4.855 [1.609 |1.504 1.716 0.613 2.972 0.954
sapiens [ribosome 53435;38665916;34725712;409144 |RREILSELGKCVAGKDLPEGAVKGL
sensor 22;35083852;34019948;35138101;2 |CKLFCLTLHRYRDAASRRALQAAIQ
GCN1 8510447 QLAEAQPEATAKNLLHSLQSSGIGS

KAGVPSKSSGSAALLALTWTCLLVRI
VFPSRAKRQGDIWNKLVEVQCLLLL
EVLGGSHKHAVDGAVKKLTKLWKE
NPGLVEQYLSAILSLEPNQNYAGML
GLLVQFCTSHKEMDVVSQHKSALL
DFYMKNILMSKVKPPKYLLDSCAPL
LRYLSHSEFKDLILPTIQKSLLRSPEN
VIETISSLLASVTLDLSQYAMDIVKGL
AGHLKSNSPRLMDEAVLALRNLAR
QCSDSSAMESLTKHLFAILGGSEGK
LTVVAQKMSVLSGIGSVSHHVVSGP
SSQVLNGIVAELFIPFLQQEVHEGTL
VHAVSVLALWCNRFTMEVPKKLTE
WFKKAFSLKTSTSAVRHAYLQCMLA
SYRGDTLLQALDLLPLLIQTVEKAAS
QSTQVPTITEGVAAALLLLKLSVADS
QAEAKLSSFWQLIVDEKKQVFTSEK
FLVMASEDALCTVLHLTERLFLDHP
HRLTGNKVQQYHRALVAVLLSRTW
HVRRQAQQTVRKLLSSLGGFKLAHG
LLEELKTVLSSHKVLPLEALVTDAGE
VTEAGKAYVPPRVLQEALCVISGVPG
LKGDVTDTEQLAQEMLIISHHPSLVA
VQSGLWPALLARMKIDPEAFITRHL
DQIIPRMTTQSPLNQSSMNAMGSLS
VLSPDRVLPQLISTITASVQNPALRLV
TREEFAIMQTPAGELYDKSIIQSAQQ
DSIKKANMKRENKAYSFKEQIIELEL
KEEIKKKKGIKEEVQLTSKQKEMLQ
AQLDREAQVRRRLQELDGELEAALG
LLDIILAKNPSGLTQYIPVLVDSFLPL
LKSPLAAPRIKNPFLSLAACVMPSRL
KALGTLVSHVTLRLLKPECVLDKSW
CQEELSVAVKRAVMLLHTHTITSRV
GKGEPGAAPLSAPAFSLVFPFLKMV
LTEMPHHSEEEEEWMAQILQILTVQ
AQLRASPNTPPGRVDENGPELLPRV
AMLRLLTWVIGTGSPRLQVLASDTL
TTLCASSSGDDGCAFAEQEEVDVLL
CALQSPCASVRETVLRGLMELHMVL
PAPDTDEKNGLNLLRRLWVVKFDKE
EEIRKLAERLWSMMGLDLQPDLCSL
LIDDVIYHEAAVRQAGAEALSQAVAR
YQRQAAEVMGRLMEIYQEKLYRPPP
VLDALGRVISESPPDQWEARCGLAL
ALNKLSQYLDSSQVKPLFQFFVPDA
LNDRHPDVRKCMLDAALATLNTHG
KENVNSLLPVFEEFLKNAPNDASYD
AVRQSVVVLMGSLAKHLDKSDPKVK
PIVAKLIAALSTPSQQVQESVASCLPP
LVPAIKEDAGGMIQRLMQQLLESDK
YAERKGAAYGLAGLVKGLGILSLKQQ
EMMAALTDAIQDKKNFRRREGALFA
FEMLCTMLGKLFEPYVVHVLPHLLL
CFGDGNQYVREAADDCAKAVMSNL
SAHGVKLVLPSLLAALEEESWRTKA
GSVELLGAMAYCAPKQLSSCLPNIVP
KLTEVLTDSHVKVQKAGQQALRQIG
SVIRNPEILATAPVLLDALTDPSRKTQ
KCLQTLLDTKFVHFIDAPSLALIMPIV
QRAFQDRSTDTRKMAAQIIGNMYSL
TDQKDLAPYLPSVTPGLKASLLDPVP
EVRTVSAKALGAMVKGMGESCFED
LLPWLMETLTYEQSSVDRSGAAQGL
AEVMAGLGVEKLEKLMPEIVATASK
VDIAPHVRDGYIMMFNYLPITFGDKF
TPYVGPIIPCILKALADENEFVRDTAL
RAGQRVISMYAETAIALLLPQLEQGL
FDDLWRIRFSSVQLLGDLLFHISGVT
GKMTTETASEDDNFGTAQSNKAIIT
ALGVERRNRVLAGLYMGRSDTQLVV
RQASLHVWKIVVSNTPRTLREILPTL
FGLLLGFLASTCADKRTIAARTLGDL
VRKLGEKILPEIIPILEEGLRSQKSDE
RQGVCIGLSEIMKSTSRDAVLYFSES
LVPTARKALCDPLEEVREAAAKTFEQ




LHSTIGHQALEDILPFLLKQLDDEEV
SEFALDGLKQVMAIKSRVVLPYLVPK
LTTPPVNTRVLAFLSSVAGDALTRHL
GVILPAVMLALKEKLGTPDEQLEMA
NCQAVILSVEDDTGHRIIIEDLLEATR
SPEVGMRQAAAIILNIYCSRSKADYT
SHLRSLVSGLIRLFNDSSPVVLEESW
DALNAITKKLDAGNQLALIEELHKEI
RLIGNESKGEHVPGFCLPKKGVTSIL
PVLREGVLTGSPEQKEEAAKALGLVI
RLTSADALRPSVVSITGPLIRILGDRF
SWNVKAALLETLSLLLAKVGIALKPF
LPQLQTTFTKALQDSNRGVRLKAAD
ALGKLISIHIKVDPLFTELLNGIRAME
DPGVRDTMLQALRFVIQGAGAKVDA
VIRKNIVSLLLSMLGHDEDNTRISSA
GCLGELCAFLTEEELSAVLQQCLLA
DVSGIDWMVRHGRSLALSVAVNVAP
GRLCAGRYSSDVQEMILSSATADRIP
IAVSGVRGMGFLMRHHIETGGGQLP
AKLSSLFVKCLQNPSSDIRLVAEKMI
WWANKDPLPPLDPQAIKPILKALLD
NTKDKNTVVRAYSDQAIVNLLKMRQ
GEEVFQSLSKILDVASLEVLNEVNRR
SLKKLASQADSTEQVDDTILT




