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ID 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

Q8TEP8 CE192_HUMAN Homo
sapiens

Centrosomal
protein	of
192	kDa

26.873146 S791 S812;S1755;S2098;S2110 40136647;30379171 MEDFRGIAEESFPSFLTNSLFGNSGI
LENVTLSSNLGLPVAVSTLARDRSST
DNRYPDIQASYLVEGRFSVPSGSSPG
SQSDAEPRERLQLSFQDDDSISRKK
SYVESQRLSNALSKQSALQMETAGP
EEEPAGATESLQGQDLFNRASPLEQ
AQDSPIDFHLQSWMNNKEPKIVVLD
AGKHFEDKTLKSDLSHTSLLENEKLI
LPTSLEDSSDDDIDDEMFYDDHLEA
YFEQLAIPGMIYEDLEGPEPPEKGFK
LPTNGLRQANENGSLNCKFQSENN
SSLISLDSHSSETTHKESEESQVICL
PGTSNSIGTGDSRRYTDGMLPFSSG
TWGTEKEIENLKGIVPDLNSECASK
DVLVKTLRAIDVKLNSDNFHDANAN
RGGFDLTDPVKQGAECPHQNKTVL
HMDGCLDTETPTVSIQENVDVASLK
PISDSGINFTDAIWSPTCERRTCECH
ESIEKNKDKTDLPQSVVYQNEEGRW
VTDLAYYTSFNSKQNLNVSLSDEMN
EDFRSGSEAFDLIAQDEEEFNKEHQ
FIQEENIDAHNTSVALGDTSWGATI
NYSLLRKSRSTSDLDKDDASYLRLSL
GEFFAQRSEALGCLGGGNNVKRPSF
GYFIRSPEKREPIALIRKSDVSRGNLE
KEMAHLNHDLYSGDLNEQSQAQLS
EGSITLQVEAVESTSQVDENDVTLTA
DKGKTEDTFFMSNKPQRYKDKLPDS
GDSMLRISTIASAIAEASVNTDPSQL
AAMIKALSNKTRDKTFQEDEKQKDY
SHVRHFLPNDLEKSNGSNALDMEK
YLKKTEVSRYESALENFSRASMSDT
WDLSLPKEQTTQDIHPVDLSATSVS
VRAPEENTAAIVYVENGESENQESF
RTINSSNSVTNRENNSAVVDVKTCSI
DNKLQDVGNDEKATSISTPSDSYSS
VRNPRITSLCLLKDCEEIRDNRENQ
RQNECVSEISNSEKHVTFENHRIVS
PKNSDLKNTSPEHGGRGSEDEQESF
RPSTSPLSHSSPSEISGTSSSGCALE
SFGSAAQQQQPPCEQELSPLVCSPA
GVSRLTYVSEPESSYPTTATDDALED
RKSDITSELSTTIIQGSPAALEERAME
KLREKVPFQNRGKGTLSSIIQNNSDT
RKATETTSLSSKPEYVKPDFRWSKD
PSSKSGNLLETSEVGWTSNPEELDPI
RLALLGKSGLSCQVGSATSHPVSCQ
EPIDEDQRISPKDKSTAGREFSGQVS
HQTTSENQCTPIPSSTVHSSVADMQ
NMPAAVHALLTQPSLSAAPFAQRYL
GTLPSTGSTTLPQCHAGNATVCGFS
GGLPYPAVAGEPVQNSVAVGICLGS
NIGSGWMGTSSLCNPYSNTLNQNL
LSTTKPFPVPSVGTNCGIEPWDSGVT
SGLGSVRVPEELKLPHACCVGIASQT
LLSVLNPTDRWLQVSIGVLSISVNGE
KVDLSTYRCLVFKNKAIIRPHATEEIK
VLFIPSSPGVFRCTFSVASWPCSTDA
ETIVQAEALASTVTLTAIAESPVIEVE
TEKKDVLDFGDLTYGGWKALPLKLI
NRTHATVPIRLIINANAVAWRCFTFS
KESVRAPVEVAPCADVVTRLAGPSVV
NHMMPASYDGQDPEFLMIWVLFHS
PKKQISSSDILDSAEEFSAKVDIEVDS
PNPTPVLRSVSLRARAGIARIHAPRD
LQTMHFLAKVASSRKQHLPLKNAG
NIEVYLDIKVPEQGSHFSVDPKNLLL
KPGEEHEVIVSFTPKDPEACEERILKI
FVQPFGPQYEVVLKGEVISSGSKPLS
PGPCLDIPSILSNKQFLAWGGVPLGR
TQLQKLALRNNSASTTQHLRLLIRG
QDQDCFQLQNTFGSEQRLTSNCEIR
IHPKEDIFISVLFAPTRLSCMLARLEI
KQLGNRSQPGIKFTIPLSGYGGTSNL
ILEGVKKLSDSYMVTVNGLVPGKES
KIVFSVRNTGSRAAFVKAVGFKDSQ
KKVLLDPKVLRIFPDKFVLKERTQEN
VTLIYNPSDRGINNKTATELSTVYLF
GGDEISRQQYRRALLHKPEMIKQILP
EHSVLQNINFVEAFQDELLVTEVYD

True False 4.508 2.203 False False False False False



LPQRPNDVQLFYGSMCKIILSVIGEF
RDCISSREFLQPSSKASLESTSDLGA
SGKHGGNVSLDVLPVKGPQGSPLLS
RAARPPLDQLASEEPWTVLPEHLILV
APSPCDMAKTGRFQIVNNSVRLLRF
ELCWPAHCLTVTPQHGCVAPESKLQ
ILVSPNSSLSTKQSMFPWSGLIYIHC
DDGQKKIVKVQIREDLTQVELLTRLT
SKPFGILSPVSEPSVSHLVKPMTKPP
STKVEIRNKSITFPTTEPGETSESCLE
LENHGTTDVKWHLSSLAPPYVKGVD
ESGDVFRATYAAFRCSPISGLLESHG
IQKVSITFLPRGRGDYAQFWDVECH
PLKEPHMKHTLRFQLSGQSIEAENE
PENACLSTDSLIKIDHLVKPRRQAVS
EASARIPEQLDVTARGVYAPEDVYRF
RPTSVGESRTLKVNLRNNSFITHSLK
FLSPREPFYVKHSKYSLRAQHYINM
PVQFKPKSAGKFEALLVIQTDEGKSI
AIRLIGEALGKN


