g;‘lpthB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol [nucleus [mitochndrion |~ . ic|golgi plasma extl:acellular
name sites sites reticulum |apparatus membrane [region
P08151 GLI1_HUMAN Homo Zinc  [18.490109 NaN NaN 30420690;30379171;37217939 MFNSMTPPPISSYGEPCCLRPLPSQ ([True False 4.465 |5.0 2.318 2.08 1.724 2.69 2.598
sapiens [finger GAPSVGTEGLSGPPFCHQANLMSGP
protein HSYGPARETNSCTEGPLFSSPRSAV
GLI1 KLTKKRALSISPLSDASLDLQTVIRTS

PSSLVAFINSRCTSPGGSYGHLSIGT
MSPSLGFPAQMNHQKGPSPSFGVQ
PCGPHDSARGGMIPHPQSRGPFPTC
QLKSELDMLVGKCREEPLEGDMSS
PNSTGIQDPLLGMLDGREDLEREEK
REPESVYETDCRWDGCSQEFDSQE
QLVHHINSEHIHGERKEFVCHWGG
CSRELRPFKAQYMLVVHMRRHTGE
KPHKCTFEGCRKSYSRLENLKTHLR
SHTGEKPYMCEHEGCSKAFSNASD
RAKHQNRTHSNEKPYVCKLPGCTKR
YTDPSSLRKHVKTVHGPDAHVTKRH
RGDGPLPRAPSISTVEPKREREGGPI
REESRLTVPEGAMKPQPSPGAQSSC
SSDHSPAGSAANTDSGVEMTGNAG
GSTEDLSSLDEGPCIAGTGLSTLRRL
ENLRLDQLHQLRPIGTRGLKLPSLS
HTGTTVSRRVGPPVSLERRSSSSSSI
SSAYTVSRRSSLASPFPPGSPPENGA
SSLPGLMPAQHYLLRARYASARGGG
TSPTAASSLDRIGGLPMPPWRSRAEY
PGYNPNAGVTRRASDPAQAADRPAP
IARVQRFKSLGCVHTPPTVAGGGQNF
DPYLPTSVYSPQPPSITENAAMDARG
LQEEPEVGTSMVGSGLNPYMDFPPT
DTLGYGGPEGAAAEPYGARGPGSLP
LGPGPPTNYGPNPCPQQASYPDPTQ
ETWGEFPSHSGLYPGPKALGGTYSQ
CPRLEHYGQVQVKPEQGCPVGSDST
GLAPCLNAHPSEGPPHPQPLFSHYP
QPSPPQYLQSGPYTQPPPDYLPSEPR
PCLDFDSPTHSTGQLKAQLVCNYVQ
SQQELLWEGGGREDAPAQEPSYQSP
KFLGGSQVSPSRAKAPVNTYGPGFG
PNLPNHKSGSYPTPSPCHENFVVGA
NRASHRAAAPPRLLPPLPTCYGPLKV
GGTNPSCGHPEVGRLGGGPALYPPP
EGQVCNPLDSLDLDNTQLDFVAILD
EPQGLSPPPSHDQRGSSGHTPPPSG
PPNMAVGNMSVLLRSLPGETEFLNS
SA




