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[ [Accession[GeneName] ____CheNo. | Description |
BLM_HUMAN||P54132 BLM 15926.1{/91260558..91358859||Bloom syndrome protein
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499 s P Jeb |[t30415_HEK_CE_tphos.mgf[F015009]
499 3 ||P |[Paper Cell Rep 2014, 8(5), 1583-1594

499 3 P |[Paper J Proteome Res 2013, 12(1), 260-271
499 5 P |[Paper Sci Signal 2009, 2(84), ra46

Protein Sequence

MAAVPQNNLQ EQLERHSART LNNKLSLSKP KFSGFTFKKK TSSDNNVSVT NVSVAKTPVL RNKDVNVTED FSFSEPLPNT TNQQRVKDFF KNAPAGQETQ RGGSKSLLPD FL
QTPKEVVC TTQNTPTVKK SRDTALKKLE FSSSPDSLST INDWDDMDDF DTSETSKSFV TPPQSHFVRV STAQKSKKGK RNFFKAQLYT TNTVKTDLPP PSSESEQIDL TEEQ
KDDSEW LSSDVICIDD GPIAEVHINE DAQESDSLKT HLEDERDNSE KKKNLEEAEL HSTEKVPCIE FDDDDYDTDF VPPSPEEIIS ASSSSSKCLS TLKDLDTSDR KEDVLST
SKD LLSKPEKMSM QELNPETSTD CDARQISLQQ QLIHVMEHIC KLIDTIPDDK LKLLDCGNEL LQQRNIRRKL LTEVDFNKSD ASLLGSLWRY RPDSLDGPME GDSCPTGNS
M KELNFSHLPS NSVSPGDCLL TTTLGKTGFS ATRKNLFERP LFNTHLQKSF VSSNWAETPR LGKKNESSYF PGNVLTSTAV KDQNKHTASI NDLERETQPS YDIDNFDIDD F
DDDDDWEDI MHNLAASKSS TAAYQPIKEG RPIKSVSERL SSAKTDCLPV SSTAQNINFS ESIQNYTDKS AQNLASRNLK HERFQSLSFP HTKEMMKIFH KKFGLHNFRT NQL
EAINAAL LGEDCFILMP TGGGKSLCYQ LPACVSPGVT VVISPLRSLI VDQVQKLTSL DIPATYLTGD KTDSEATNIY LQLSKKDPII KLLYVTPEKI CASNRLISTL ENLYERKLLA
RFVIDEAHCV SQWGHDFRQD YKRMNMLRQK FPSVPVMALT ATANPRVQKD ILTQLKILRP QVFSMSFNRH NLKYYVLPKK PKKVAFDCLE WIRKHHPYDS GIIYCLSRRE CD
TMADTLQR DGLAALAYHA GLSDSARDEV QQKWINQDGC QVICATIAFG MGIDKPDVRF VIHASLPKSV EGYYQESGRA GRDGEISHCL LFYTYHDVTR LKRLIMMEKD GNH
HTRETHF NNLYSMVHYC ENITECRRIQ LLAYFGENGF NPDFCKKHPD VSCDNCCKTK DYKTRDVTDD VKSIVRFVQE HSSSQGMRNI KHVGPSGRFT MNMLVDIFLG SKSA
KIQSGI FGKGSAYSRH NAERLFKKLI LDKILDEDLY INANDQAIAY VMLGNKAQTV LNGNLKVDFM ETENSSSVKK QKALVAKVSQ REEMVKKCLG ELTEVCKSLG KVFGVH
YFNI FNTVTLKKLA ESLSSDPEVL LQIDGVTEDK LEKYGAEVIS VLQKYSEWTS PAEDSSPGIS LSSSRGPGRS AAEELDEEIP VSSHYFASKT RNERKRKKMP ASQRSKRRKT

ASSGSKAKGG SATCRKISSK TKSSSIIGSS SASHTSQATS GANSKLGIMA PPKPINRPFL KPSYAF

Backcolor of amino acid :  Yellow -> site of modification. gray -> in front of processing
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