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Entry
name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

extracellular
region

0

P12785 FAS_RAT Rattus
norvegicus

Fatty
acid
synthase

28.175057 NaN S63;S207;S725;S1578;S1588;S2151
;S2191;S2230

18683930 MEEVVIAGMSGKLPESENLQEFWA
NLIGGVDMVTDDDRRWKAGLYGLP
KRSGKLKDLSKFDASFFGVHPKQAH
TMDPQLRLLLEVSYEAIVDGGINPAS
LRGTNTGVWVGVSGSEASEALSRDP
ETLLGYSMVGCQRAMMANRLSFFF
DFKGPSIALDTACSSSLLALQNAYQA
IRSGECPAAIVGGINLLLKPNTSVQF
MKLGMLSPDGTCRSFDDSGNGYCR
AEAVVAVLLTKKSLARRVYATILNAG
TNTDGCKEQGVTFPSGEAQEQLIRS
LYQPGGVAPESLEYIEAHGTGTKVGD
PQELNGITRSLCAFRQSPLLIGSTKS
NMGHPEPASGLAALTKVLLSLENGV
WAPNLHFHNPNPEIPALLDGRLQVV
DRPLPVRGGIVGINSFGFGGANVHVI
LQPNTQQAPAPAPHAALPHLLHASG
RTMEAVQGLLEQGRQHSQDLAFVS
MLNDIAATPTAAMPFRGYTVLGVEG
HVQEVQQVPASQRPLWFICSGMGT
QWRGMGLSLMRLDSFRESILRSDE
ALKPLGVKVSDLLLSTDEHTFDDIVH
SFVSLTAIQIALIDLLTSMGLKPDGII
GHSLGEVACGYADGCLSQREAVLAA
YWRGQCIKDANLPAGSMAAVGLSW
EECKQRCPPGVVPACHNSEDTVTIS
GPQAAVNEFVEQLKQEGVFAKEVRT
GGLAFHSYFMEGIAPTLLQALKKVIR
EPRPRSARWLSTSIPEAQWQSSLAR
TSSAEYNVNNLVSPVLFQEALWHVP
EHAVVLEIAPHALLQAVLKRGVKPSC
TIIPLMKRDHKDNLEFFLTNLGKVH
LTGIDINPNALFPPVEFPVPRGTPLIS
PHIKWDHSQTWDIPVAEDFPNGSSS
SSATVYNIDASSESSDHYLVDHCIDG
RVLFPGTGYLYLVWKTLARSLSLSLE
ETPVVFENVTFHQATILPRTGTVPLE
VRLLEASHAFEVSDSGNLIVSGKVYQ
WEDPDSKLFDHPEVPIPAESESVSRL
TQGEVYKELRLRGYDYGPHFQGVYE
ATLEGEQGKLLWKDNWVTFMDTML
QISILGFSKQSLQLPTRVTAIYIDPAT
HLQKVYMLEGDTQVADVTTSRCLGV
TVSGGVYISRLQTTATSRRQQEQLVP
TLEKFVFTPHVEPECLSESAILQKEL
QLCKGLAKALQTKATQQGLKMTVPG
LEDLPQHGLPRLLAAACQLQLNGNL
QLELGEVLARERLLLPEDPLISGLLN
SQALKACIDTALENLSTLKMKVVEVL
AGEGHLYSHISALLNTQPMLQLEYT
ATDRHPQALKDVQTKLQQHDVAQG
QWDPSGPAPTNLGALDLVVCNCALA
TLGDPALALDNMVAALKDGGFLLM
HTVLKGHALGETLACLPSEVQPGPS
FLSQEEWESLFSRKALHLVGLKKSF
YGTALFLCRRLSPQDKPIFLPVEDTS
FQWVDSLKSILATSSSQPVWLTAMN
CPTSGVVGLVNCLRKEPGGHRIRCIL
LSNLSSTSHVPKLDPGSSELQKVLES
DLVMNVYRDGAWGAFRHFQLEQDK
PEEQTAHAFVNVLTRGDLASIRWVS
SPLKHMQPPSSSGAQLCTVYYASLN
FRDIMLATGKLSPDAIPGKWASRDC
MLGMEFSGRDKCGRRVMGLVPAEG
LATSVLLSPDFLWDVPSSWTLEEAA
SVPVVYTTAYYSLVVRGRIQHGETVLI
HSGSGGVGQAAISIALSLGCRVFTTV
GSAEKRAYLQARFPQLDDTSFANSR
DTSFEQHVLLHTGGKGVDLVLNSLA
EEKLQASVRCLAQHGRFLEIGKFDL
SNNHPLGMAIFLKNVTFHGILLDAL
FEGANDSWREVAELLKAGIRDGVVK
PLKCTVFPKAQVEDAFRYMAQGKHI
GKVLVQVREEEPEAMLPGAQPTLIS
AISKTFCPEHKSYIITGGLGGFGLELA
RWLVLRGAQRLVLTSRSGIRTGYQA
KHVREWRRQGIHVLVSTSNVSSLEG
ARALIAEATKLGPVGGVFNLAMVLR
DAMLENQTPELFQDVNKPKYNGTL

True False 4.628 2.858 2.96 2.515 1.798 2.419 2.787



NLDRATREACPELDYFVAFSSVSCG
RGNAGQSNYGFANSTMERICEQRR
HDGLPGLAVQWGAIGDVGIILEAMG
TNDTVVGGTLPQRISSCMEVLDLFL
NQPHAVLSSFVLAEKKAVAHGDGEA
QRDLVKAVAHILGIRDLAGINLDSSL
ADLGLDSLMGVEVRQILEREHDLVL
PIREVRQLTLRKLQEMSSKAGSDTE
LAAPKSKNDTSLKQAQLNLSILLVNP
EGPTLTRLNSVQSSERPLFLVHPIEG
SITVFHSLAAKLSVPTYGLQCTQAAP
LDSIPNLAAYYIDCIKQVQPEGPYRVA
GYSFGACVAFEMCSQLQAQQGPAPA
HNNLFLFDGSHTYVLAYTQSYRAKL
TPGCEAEAEAEAICFFIKQFVDAEHS
KVLEALLPLKSLEDRVAAAVDLITRS
HQSLDRRDLSFAAVSFYYKLRAADQ
YKPKAKYHGNVILLRAKTGGTYGED
LGADYNLSQVCDGKVSVHIIEGDHR
TLLEGRGLESIINIIHSSLAEPRVSVR
EG


