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D Entry name |organism name oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion I
P49327 FAS_HUMAN [Homo Fatty 24.677425 T315;5595;S806;T980;S1534;T2204|S63;5S207;S725;S1174;S1411;S1584 |35132862;41550490;35008409;403 |MEEVVIAGMSGKLPESENLQEFWD |True True 4.894 [2.997 [3.122 2
sapiens |acid ;S1594;S2156;52198;T2204;T2215; |07207;27185461;23301498;386659 |NLIGGVDMVTDDDRRWKAGLYGLP
synthase S2236 16;40684943;33214551;40596516;3 [RRSGKLKDLSRFDASFFGVHPKQAH

4019948;33465208;25367160;3422
9054;40914422;37340703;3513810
1;29351928;26853435;35083852;18
369606;34725712;32119511

TMDPQLRLLLEVTYEAIVDGGINPDS
LRGTHTGVWVGVSGSETSEALSRDP
ETLVGYSMVGCQRAMMANRLSFFF
DFRGPSIALDTACSSSLMALQNAYQ
ATHSGQCPAAIVGGINVLLKPNTSVQ
FLRLGMLSPEGTCKAFDTAGNGYCR
SEGVVAVLLTKKSLARRVYATILNAG
TNTDGFKEQGVTFPSGDIQEQLIRSL
YQSAGVAPESFEYIEAHGTGTKVGDP
QELNGITRALCATRQEPLLIGSTKSN
MGHPEPASGLAALAKVLLSLEHGLW
APNLHFHSPNPEIPALLDGRLQVVD
QPLPVRGGNVGINSFGFGGSNVHIIL
RPNTQPPPAPAPHATLPRLLRASGRT
PEAVQKLLEQGLRHSQDLAFLSMLN
DIAAVPATAMPFRGYAVLGGERGGP
EVQQVPAGERPLWFICSGMGTQWR
GMGLSLMRLDRFRDSILRSDEAVKP
FGLKVSQLLLSTDESTFDDIVHSFVS
LTAIQIGLIDLLSCMGLRPDGIVGHSL
GEVACGYADGCLSQEEAVLAAYWRG
QCIKEAHLPPGAMAAVGLSWEECKQ
RCPPGVVPACHNSKDTVTISGPQAP
VFEFVEQLRKEGVFAKEVRTGGMAF
HSYFMEAIAPPLLQELKKVIREPKPR
SARWLSTSIPEAQWHSSLARTSSAE
YNVNNLVSPVLFQEALWHVPEHAV
VLEIAPHALLQAVLKRGLKPSCTIIPL
MKKDHRDNLEFFLAGIGRLHLSGID
ANPNALFPPVEFPAPRGTPLISPLIK
WDHSLAWDVPAAEDFPNGSGSPSA
ATYNIDTSSESPDHYLVDHTLDGRVL
FPATGYLSIVWKTLARALGLGVEQLP
VVFEDVVLHQATILPKTGTVSLEVRL
LEASRAFEVSENGNLVVSGKVYQWD
DPDPRLFDHPESPTPNPTEPLFLAQA
EVYKELRLRGYDYGPHFQGILEASLE
GDSGRLLWKDNWVSFMDTMLQMS
ILGSAKHGLYLPTRVTATHIDPATHR
QKLYTLQDKAQVADVVVSRWLRVTV
AGGVHISGLHTESAPRRQQEQQVPI
LEKFCFTPHTEEGCLSERAALQEEL
QLCKGLVQALQTKVTQQGLKMVVP
GLDGAQIPRDPSQQELPRLLSAACRL
QLNGNLQLELAQVLAQERPKLPEDP
LLSGLLDSPALKACLDTAVENMPSL
KMKVVEVLAGHGHLYSRIPGLLSPH
PLLQLSYTATDRHPQALEAAQAELQ
QHDVAQGQWDPADPAPSALGSADL
LVCNCAVAALGDPASALSNMVAALR
EGGFLLLHTLLRGHPLGDIVAFLTST
EPQYGQGILSQDAWESLFSRVSLRL
VGLKKSFYGSTLFLCRRPTPQDSPIF
LPVDDTSFRWVESLKGILADEDSSRP
VWLKAINCATSGVVGLVNCLRREPG
GNRLRCVLLSNLSSTSHVPEVDPGS
AELQKVLQGDLVMNVYRDGAWGAF
RHFLLEEDKPEEPTAHAFVSTLTRG
DLSSIRWVCSSLRHAQPTCPGAQLC
TVYYASLNFRDIMLATGKLSPDAIPG
KWTSQDSLLGMEFSGRDASGKRVM
GLVPAKGLATSVLLSPDFLWDVPSN
WTLEEAASVPVVYSTAYYALVVRGRV
RPGETLLIHSGSGGVGQAAIAIALSL
GCRVFTTVGSAEKRAYLQARFPQLD
STSFANSRDTSFEQHVLWHTGGKG
VDLVLNSLAEEKLQASVRCLATHGR
FLEIGKFDLSQNHPLGMAIFLKNVT
FHGVLLDAFFNESSADWREVWALV
QAGIRDGVVRPLKCTVFHGAQVEDA
FRYMAQGKHIGKVVVQVLAEEPEAV
LKGAKPKLMSAISKTFCPAHKSYIIA
GGLGGFGLELAQWLIQRGVQKLVLT
SRSGIRTGYQAKQVRRWRRQGVQV
QVSTSNISSLEGARGLIAEAAQLGPV
GGVFNLAVVLRDGLLENQTPEFFQD
VCKPKYSGTLNLDRVTREACPELDY




FVVFSSVSCGRGNAGQSNYGFANSA
MERICEKRRHEGLPGLAVQWGAIGD
VGILVETMSTNDTIVSGTLPQRMAS
CLEVLDLFLNQPHMVLSSFVLAEKA
AAYRDRDSQRDLVEAVAHILGIRDLA
AVNLDSSLADLGLDSLMSVEVRQTL
ERELNLVLSVREVRQLTLRKLQELSS
KADEASELACPTPKEDGLAQQQTQL
NLRSLLVNPEGPTLMRLNSVQSSER
PLFLVHPIEGSTTVFHSLASRLSIPTY
GLQCTRAAPLDSIHSLAAYYIDCIRQ
VQPEGPYRVAGYSYGACVAFEMCSQ
LQAQQSPAPTHNSLFLFDGSPTYVL
AYTQSYRAKLTPGCEAEAETEAICFF
VQQFTDMEHNRVLEALLPLKGLEER
VAAAVDLIIKSHQGLDRQELSFAARS
FYYKLRAAEQYTPKAKYHGNVMLLR
AKTGGAYGEDLGADYNLSQVCDGKV
SVHVIEGDHRTLLEGSGLESIISITHS
SLAEPRVSVREG




