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Entry name |organism oglcnacscore oplcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi pl
ID name sites reticulum |apparatus m
Q91V92 IACLY_ MOUSE [Mus IATP- 39.428525 NaN T131;S263;T447;S451;5455;S459;T |33300544;22645316;34887587;374 |MSAKAISEQTGKELLYKYICTTSAIQ [True False 4.745 |3.634 [4.62 2.468 1.733 2.
musculus [citrate 629;5653;T672;5829;S1090 53647;25153642;39627609 NRFKYARVITPDTDWAHLLQDHPWL
synthase LSQSLVVKPDQLIKRRGKLGLVGVN

LSLDGVKSWLKPRLGHEATVGKAKG
FLKNFLIEPFVPHSQAEEFYVCIYAT
REGDYVLFHHEGGVDVGDVDAKAQ
KLLVGVDEKLNTEDIKRHLLVHAPE
DKKEVLASFISGLFNFYEDLYFTYLEI
NPLVVTKDGVYILDLAAKVDATADYI
CKVKWGDIEFPPPFGREAYPEEAYIA
DLDAKSGASLKLTLLNPKGRIWTMV
IAGGGASVVYSDTICDLGGVNELANY
GEYSGAPSEQQTYDYAKTILSLMTRE
KHPEGKILIIGGSIANFTNVAATFKGI
IVRAIRDYQGPLKEHEVTIFVRRGGPN
YQEGLRVMGEVGKTTGIPIHVFGTET
HMTAIVGMALGHRPIPNQPPTAAHT
IANFLLNASGSTSTPAPSRTASFSESR
IADEVAPAKKAKPAMPQGKSATLFSR
HTKAIVWGMQTRAVQGMLDFDYVC
SRDEPSVAAMVYPFTGDHKQKFYW
GHKEILIPVFKNMADAMKKHPEVDV
LINFASLRSAYDSTMETMNYAQIRTI
IAITAEGIPEALTRKLIKKADQKGVTIIG
PATVGGIKPGCFKIGNTGGMLDNILA
SKLYRPGSVAYVSRSGGMSNELNNII
SRTTDGVYEGVAIGGDRYPGSTFMD
HVLRYQDTPGVKMIVVLGEIGGTEEY
KICRGIKEGRLTKPVVCWCIGTCATM
FSSEVQFGHAGACANQASETAVAKN
QALKEAGVFVPRSFDELGEIIQSVYE
DLVAKGAIVPAQEVPPPTVPMDYSW
IARELGLIRKPASFMTSICDERGQELI
YAGMPITEVFKEEMGIGGVLGLLWF
QRRLPKYSCQFIEMCLMVTADHGPA
IVSGAHNTIICARAGKDLVSSLTSGLL
TIGDRFGGALDAAAKMFSKAFDSGII
PMEFVNKMKKEGKLIMGIGHRVKSI
NNPDMRVQILKDFVKQHFPATPLLD
IYALEVEKITTSKKPNLILNVDGFIGVA
FVDMLRNCGSFTREEADEYVDIGAL
NGIFVLGRSMGFIGHYLDQKRLKQG
LYRHPWDDISYVLPEHMSM




