g;l iprotKB Entry name |organism full oglcnacscore oglcnac ‘p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enx!oplasmlc golgi plasma extl:acellular
name sites sites reticulum |apparatus membrane [region
E9PVAS8 GCN1 _MOUSE Mus elF-2- 26.272232 NaN S729;S786;S2276 (34887587;33300544  MAADTQVSETLKRFAVKVTTASVKE (True False 4.075 |1.447 1.412 1.432 0.522 3.133 0.861
musculus |alpha RREILSELGRCIAGKDLPEGAVKGLC
kinase KLFCLTLHRYRDAASRRALQAAIQQL
activator AEAQPEATAKNLLHSLQSSGVGSKA
GCN1 CVPSKSSGSAALLALTWTCLLVRIVF

PLKAKRQGDIWNKLVEVQCLLLLEV
LGGSHKHAVDGAVKKLTKLWKENP
GLVEQYFSAILSLEPSQNYAAMLGLL
IVQFCTNHKEMDAVSQHKSTLLEFY
VKNILMSKAKPPKYLLDNCAPLLRF
MSHSEFKDLILPTIQKSLLRSPENVI
ETISSLLASVTLDLSQYALDIVKGLAN
QLKSNSPRLMDEAVLALRNLARQCS
DSSATEALTKHLFAILGGSEGKLTIIA
QKMSVLSGIGSLSHHVVSGPSGQVL
NGCVAELFIPFLQQEVHEGTLVHAV
SILALWCNRFTTEVPKKLTDWFKKV
FSLKTSTSAVRHAYLQCMLASFRGD
TLLQALDFLPLLMQTVEKAASQGTQ
VPTVTEGVAAALLLSKLSVADAQAEA
KLSGFWQLVVDEKRQTFTSEKFLLL
ASEDALCTVLRLTERLFLDHPHRLT
NSKVQQYYRVLVAVLLSRTWHVRRQ
AQQTVRKLLSSLGGVKLANGLLDEL
KTVLNSHKVLPLEALVTDAGEVTEM
GKTYVPPRVLQEALCVISGVPGLKGD
IPSTEQLAQEMLIISHHPSLVAVQSG
LWPALLTRMKIDPDAFITRHLDQIIP
RITTQSPLNQSSMNAMGSLSVLSPD
RVLPQLISTITASVQNPALCLVTREEF
SIMQTPAGELFDKSIIQSAQQDSIKK
ANMKRENKAYSFKEQIIEMELKEEI
KKKKGIKEEVQLTSKQKEMLQAQM
DKEAQIRRRLQELDGELEAALGLLD
AIMARNPCGLIQYIPVLVDAFLPLLK
SPLAAPRVKGPFLSLAACVMPPRLKT
LGTLVSHVTLRLLKPECALDKSWCQ
EELPVAVRRAVSLLHTHTIPSRVGKG
EPDAAPLSAPAFSLVFPMLKMVLTE
MPYHSEEEEEQMAQILQILTVHAQL
RASPDTPPERVDENGPELLPRVAML
RLLTWVIGTGSPRLQVLASDTLTALC
ASSSGEDGCAFAEQEEVDVLLAALQ
SPCASVRETALRGLMELRLVLPSPDT
DEKSGLSLLRRLWVIKFDKEDEIRKL
AERLWSTMGLDLQSDLCSLLIDDVIY
HEAAVRQAGAEALSQAVARYQRQAA
EVMGRLMEIYQEKLYRPPPVLDALG
RVISESPPDQWEARCGLALALNKLS
QYLDSSQVKPLFQFFVPDALNDRNP
DVRKCMLDAALATLNAHGKENVNS
LLPVFEEFLKDAPNDASYDAVRQSV
IVVLMGSLAKHLDKSDPKVKPIVAKLI
AALSTPSQQVQESVASCLPPLVPAVK
EDAGGMIQRLMQQLLESDKYAERK
GAAYGLAGLVKGLGILSLKQQEMMA
ALTDAIQDKKNFRRREGALFAFEML
CTMLGKLFEPYVVHVLPHLLLCFGD
GNQYVREAADDCAKAVMSNLSAHG
IVKLVLPSLLAALEEESWRTKAGSVEL
LGAMAYCAPKQLSSCLPNIVPKLTEV
LTDSHVKVQKAGQQALRQIGSVIRN
PEILAIAPVLLDALTDPSRKTQKCLQT
LLDTKFVHFIDAPSLALIMPIVQRAF
QDRSTDTRKMAAQIIGNMYSLTDQK
DLAPYLPSVTPGLKASLLDPVPEVRT
IVSAKALGAMVKGMGESCFEDLLPW
LMETLTYEQSSVDRSGAAQGLAEVM
AGLGVEKLEKLMPEIVATASKVDIAP
HVRDGYIMMFNYLPITFGDKFTPYV
GPIIPCILKALADENEFVRDTALRAG
QRVISMYAETAIALLLPQLEQGLFDD
LWRIRFSSVQLLGDLLFHISGVTGK
MTTETASEDDNFGTAQSNKAIITALG
IVDRRNRVLAGLYMGRSDTQLVVRQ
ASLHVWKIVVSNTPRTLREILPTLFG
LLLGFLASTCADKRTIAARTLGDLVR
KLGEKILPEIIPILEEGLRSQKSDERQ




GVCIGLSEIMKSTSRDAVLFFSESLV
PTARKALCDPLEEVREAAAKTFEQL
HSTIGHQALEDILPFLLKQLDDEEVS
EFALDGLKQVMAVKSRVVLPYLVPK
LTTPPVNTRVLAFLSSVAGDALTRHL
GVILPAVMLALKEKLGTPDEQLEMA
NCQAVILSVEDDTGHRIIIEDLLEATR
SPEVGMRQAAAIILNMYCSRSKADY
SSHLRSLVSGLIRLFNDSSPVVLEES
'WDALNAITKKLDAGNQLALIEELHK
EIRFIGNECKGEHVPGFCLPKRGVTS
ILPVLREGVLTGSPEQKEEAAKGLGL
VIRLTSADALRPSVVSITGPLIRILGD
RFENWTVKAALLETLSLLLGKVGIALK
PFLPQLQTTFTKALQDSNRGVRLKA
ADALGKLISIHVKVDPLFTELLNGIR
AVEDPGIRDTMLQALRFVIQGAGSK
IVDAAIRKNLVSLLLSMLGHDEDNTR
ISTAGCLGELCAFLTDEELNTVLQQC
LLADVSGIDWMVRHGRSLALSVAVN
IVAPSRLCAGRYSNEVQDMILSNAVA
DRIPIAMSGIRGMGFLMKYHIETGSG
QLPPRLSSLLIKCLQNPCSDIRLVAE
KMIWWANKEPRPPLEPQTIKPILKAL
LDNTKDKNTVVRAYSDQAIVNLLKM
RRGEELLQSLSKILDVASLEALNECS
RRSLRKLACQADSVEQVDDTILT




