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0

Q61602 GLI3_MOUSE Mus
musculus

Transcriptional
activator	GLI3

24.992371 S78 S664;S849;S865;S877;S907;S980;S
1006

36852467 MEAQAHSSTATERKKAENSIGKCPT
RTDVSEKAVASSTTSNEDESPGQIYH
RERRNAITMQPQSVQGLNKISEEPS
TSSDERASLIKKEIHGSLPHLAEPSL
PYRGTVFAMDPRNGYMEPHYHPPH
LFPAFHPPVPIDARHHEGRYHYDPS
PIPPLHVPSALSSSPTYPDLPFIRISPH
RNPTAASESPFSPPHPYINPYMDYIR
SLHSSPSLSMISAARGLSPTDAPHAG
VSPAEYYHQMALLTGQRSPYADILPS
AATAGAGAIHMEYLHAMDSTRFPSP
RLSARPSRKRTLSISPLSDHSFDLQT
MIRTSPNSLVTILNNSRSSSSASGSY
GHLSASAISPALSFTYPSAPVSLHMH
QQILSRQQSLGSAFGHSPPLIHPAPT
FPTQRPIPGIPTVLNPVQVSSGPSESS
QSKPTSESAVSSTGDPMHNKRSKIK
PDEDLPSPGSRGQQEQPEGTTLVKE
EADKDESKQEPEVIYETNCHWEGCT
REFDTQDQLVHHINNDHIHGEKKEF
VCRWLDCSREQKPFKAQYMLVVHM
RRHTGEKPHKCTFEGCTKAYSRLEN
LKTHLRSHTGEKPYVCEHEGCNKAF
SNASDRAKHQNRTHSNEKPYVCKIP
GCTKRYTDPSSLRKHVKTVHGPEAH
VTKKQRGDMHPRPPPPRDSGSHSQ
SRSPGRPTQGAFGEQKELSNTTSKR
EECLQVKTVKAEKPMTSQPSPGGQS
SCSSQQSPISNYSNSGLELPLTDGGS
VADLSAIDETPIMDSTISTATTALALQ
ARRNPAGTKWMEHIKLERLKQVNG
MFPRLNPILPSKAPAVSPLIGNGTQS
NNNYSSGGPGTLLPSRSDLSGVDFT
VLNTLNRRDSNTSTISSAYLSSRRSS
GISPCFSSRRSSEASQAEGRPQNVSV
ADSYDPISTDASRRSSEASQGDGLPS
LLSLTPVQQYRLKAKYAAATGGPPPT
PLPHMERLSLKTKMALLGEGRDSGV
TLPPVHPPRRCSDGGGHTYRGRHL
MPHDALANSVRRASDPVRTVSENM
SLARVQRFSSLNSFNPPNLPPSVEK
RSLVLQNYTRQESSQPRYFQASPCP
PSITENVALEALTMDADANLNDEDL
LPDDVVQYLNSQNQTGYGQQLQSGI
SEDSKVAHEPEDLDLAGLPDSHVGQ
EYPALEQPCSEGSKTDLPIQWNEVS
SGTSDLSSSKLKCGQQRPSAQQPRG
FGLYNNMVVHPHNLWKVGTGPAGG
YQTLGENSSTYNGPEHFAIHSGDGL
GTNGNTFHEQPFKTQQYGSQLNRQ
PLTSSALDHACGTGIQGSKLKGNSL
QENGGLLDFSLSVAPNELAGNTVNG
MQTQDQMGQGYIAHQLLSGSMQH
QGPSRPGQQVLGQVGATSHINIYQG
TESCLPGTQDNSSQPSSMAAIRGYQ
PCASYGGNRRQAMPRGNLTLQQGQ
LSDMSQSSRVNSIKMEAQGQSQQL
CSTVQNYSGQFYDQTMGFSQQDRK
AGSFSLSDANCLLQGNGTENSELLS
PGANQVTSTVDSFESHDLEGVQIDF
DAIIDDGDHTSLMSGALSPSIIQNLS
HSSSRLTTPRASLPFPSLSMGTTNM
AIGDMSSLLTSLAEESKFLAVMQ

True False 3.765 5.0 1.802 1.584 1.308 2.292 2.123


