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0

C3VPR6 NLRC5_MOUSE Mus
musculus

Protein
NLRC5

36.83566 S788;S792;T799;T802 NaN 40885482 MDAESIRLNNENLWAWLVRLLSKN
PEWLSAKLRSFLPTMDLDCSYEPSN
PEVIHRQLNRLFAQGMATWKSFIND
LCFELDVPLDMEIPLVSIWGPRDEFS
KQLGAGEESCPGPQLYHGAKRPFQS
YGSSPRRKNSKKQQLELAKKYLKLL
KTSAQQWHGGVCPGAWLTPHSPQT
YIPPVLQWSRATAPLDAQEGATLGDP
EAADNIDVSIQDLFSFKAHKGPRVTV
LLGKAGMGKTTLAYRLRWRWAQGQ
LDRFQALFLFEFRQLNMITQLPTLP
QLLFDLYLMPESEPDAVFQYLKENA
QEVLLIFDGLDEALHADSVGTDNAG
SALTLFSELCHGNLLPGCWVMTTSR
PGKLPSCVPTEAATVHMWGFDGLR
VEKYVTCFFSDLLSQELALKEMRTN
ARLRGMCAIPALCTVTCFCLRRLLPG
SSPGQSAALLPTITQLYLQMVETFSP
SETLLDTSILGFGKVALRGLDTGKVV
FSVEDISPQLMSFGAVHSLLTSFCIH
TRPGHEEIGYAFVHLSLQEFFAALYL
MASHTVDKDTLVEYVTLNSHWVLR
TKGRLGLSDHLPAFLAGLASHTCHM
FLCQLAQQDRAWVGSRQAAVIQVLR
KLASRKLTGPKMIELYHCVAETQDL
ELARFTAQSLPSRLSFHNFPLTHAD
LAALANILEHRDDPIHLDFDGCPLEP
HCPEALVGCGQVENLSFKSRKCGDA
FAEALCRSLPTMGSLKTLGLTGSRIT
AQGISHLIQTLPLCSQLEEVSLHDNQ
LKDPEVLSLVELLPSLPKLQKLDLSR
NSFSRSILLSLVKVAITCPTVRKLQVR
ELDLIFYLSPVTETATQQSGASDVQG
KDSLKEGQSRSLQLRLQKCQLRIRD
AEALVELFQKSPQLEEVNLSGNHLE
DDGCRLVAEAASQLHIAQKLDLSDN
GLSQTGVTYVLKAMSTCGTLEDLHI
SLLNNTVVLTFAQEPREQEGSCKGR
APLISFVSPVTSELSQRSRRIRLTHCG
FLAKHTETLCEALRASCQTHNLDHL
DLSDNSLGGKGVILLTELLPGLGPLK
SLNLSRNGLSMDAVFSLVQCLSSLQ
WVFHLDVSLESDCIFLRGAGTSRDA
LEPKFQTGVQVLELSQRYTSRSFCL
QECQLEPTSLTFLCATLEKSPGPLEV
QLSCKSLSDDSLKILLQCLPQLPQLS
LLQLRHTVLSSRSPFLLADIFNLCPR
VRKVTLRSLCHAVLHFDSNEEQEGV
CCGFPGCSLSQEHMETLCCALSKC
NALSQLDLTDNLLGDIGLRCLLECLP
QLPISGWLDLSHNNISQEGILYLLET
LPSYPNIQEVSVSLSSEQIFRMCFSK
KEGAGTSLRLCECSFSPEQVSKLASS
LSQAQQLTELWLTKCHLDLPQLTML
LNLVNRPTGLLGLRLEEPWVDSVSL
PALMEVCAQASGCLTELSISEIQRKL
WLQLEFPHQEGNSDSMALRLAHCD
LETEHSHLMIQLVETYARLQQLSLS
QVSFNDNDGTSSKLLQNILLSSCEL
KSFRLTFSQVSTKSLTHLAFGLGHC
HHLEELDFSNNSLREEDTELLMGA
LQGTCRLKKLHLSFLPLGASSLALLI
QGLSRMTLLQDLCLSHNQIGDVGTQ
CLAAILPKLPELRKFDLSHNQIGDVG
TQCLAAILPKLPELRKFNLSHNQIGH
VGTQCLAAILPKLPELRKFDLSRNQI
GDVGTQCLAAILPKLPELRKFDLSGN
RIGPAGGVQLVKSLTHFEHLEEIKLG
NNALGEPTALELAQRLPPQLRVLCL
PSSHLGPEGALGLAQALEQCPHIEE
VSLAENNLAGGVPRFSKRLPLLRQID
LEFCKIEDQAARHLAANLTLFPALEK
LLLSGNLLGDEVAAELAQVLPQMGQ
LKKVNLEWNRITARGAQLLAQGLVQ
GSCVPVIRLWNNPILNDVAQSLQSQ
EPRLDFSITDQQTL

True False 4.5 4.473 1.844 1.811 1.188 1.873 1.974


