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SVRVHVQFFDDSPTRGWVSKRLLKP
YTGSKSKEAQKGGHFYSAKPEILRA
MQRADEALNKDKIKRLELAVCDEPS
EPEEEEEMEVGTTYVTDKSEEDNEI
ESEEEVQPKTQGSRRSSRQIKKRRVI
SDSESDIGGSDVEFKPDTKEEGSSD
EISSGVGDSESEGLNSPVKVARKRK
RMVTGNGSLKRKSSRKETPSATKQA
TSISSETKNTLRAFSAPQNSESQAHV
SGGGDDSSRPTVWYHETLEWLKEE
KRRDEHRRRPDHPDFDASTLYVPED
FLNSCTPGMRKWWQIKSQNFDLVI
CYKVGKFYELYHMDALIGVSELGLV
FMKGNWAHSGFPEIAFGRYSDSLVQ
KGYKVARVEQTETPEMMEARCRKM
IAHISKYDRVVRREICRIITKGTQTYSV
LEGDPSENYSKYLLSLKEKEEDSSG
HTRAYGVCFVDTSLGKFFIGQFSDD
RHCSRFRTLVAHYPPVQVLFEKGNL
SKETKTILKSSLSCSLQEGLIPGSQF
WDASKTLRTLLEEEYFREKLSDGIGV
MLPQVLKGMTSESDSIGLTPGEKSE
LALSALGGCVFYLKKCLIDQELLSMA
NFEEYIPLDSDTVSTTRSGAIFTKAY
QRMVLDAVTLNNLEIFLNGTNGSTE
GTLLERVDTCHTPFGKRLLKQWLCA
PLCNHYAINDRLDAIEDLMVVPDKIS
EVVELLKKLPDLERLLSKIHNVGSPL
KSQNHPDSRAIMYEETTYSKKKIIDF
LSALEGFKVMCKIIGIMEEVADGFKS
KILKQVISLQTKNPEGRFPDLTVELN
RWDTAFDHEKARKTGLITPKAGFDS
DYDQALADIRENEQSLLEYLEKQRN
RIGCRTIVYWGIGRNRYQLEIPENFT
TRNLPEEYELKSTKKGCKRYWTKTIE
KKLANLINAEERRDVSLKDCMRRLF
'YNFDKNYKDWQSAVECIAVLDVLLC
LANYSRGGDGPMCRPVILLPEDTPP
FLELKGSRHPCITKTFFGDDFIPNDI
LIGCEEEEQENGKAYCVLVTGPNMG
GKSTLMRQAGLLAVMAQMGCYVPA
EVCRLTPIDRVFTRLGASDRIMSGES
TFFVELSETASILMHATAHSLVLVDE
LGRGTATFDGTAIANAVVKELAETIK
CRTLFSTHYHSLVEDYSQNVAVRLG
HMACMVENECEDPSQETITFLYKFI
KGACPKSYGFNAARLANLPEEVIQK
GHRKAREFEKMNQSLRLFREVCLA

SERSTVDAEAVHKLLTLIKEL

}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion . ic|golgi
name sites reticulum |apparatus
P52701 MSH6_HUMAN [Homo DNA 18.713618 S503 S14;541;S43;S79;S91;S137;S200;S2 (34725712;38665916;34019948;164 [MSRQSTLYSFFPKSPALSDANKASA [True False 4.391 |5.0 False False 4.371
sapiens |[mismatch 19;S227;5252;S254;5256;S261;T26 |08927;33214551;23301498;253671 |RASREGGRAAAAPGASPSPGGDAAW
repair 9;5274;S275;S279;5280;S309;T488; (60;32522876;32119511;35083852;4 [SEAGPGPRPLARSASPPKAKNLNGG
protein S830;S935;T1010 0596516;37217939 LRRSVAPAAPTSCDFSPGDLVWAKM
Msh6 EGYPWWPCLVYNHPFDGTFIREKGK




