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10 [Accossonfceneome] ____ChrNo. | ____pescription__
BAG6_HUMAN||P46379 BAG6 6p21.33||31606805..31620482||Large proline-rich protein BAG6

Modification Sites Map

3-P.S113-P
7-P.T117-P S181-P S264-P T350-P
[ e———— — | C— [ e—

197
I978-P.T97
P

S973-P.SO73-
||ll-|ll-l_]

1 1 L | 1 LN B | 1 L) 1 L I I | | L I 1 L) 1 | L 1 L) 1 T LI |
501 600 700 800 900 1000
I1053-P
T LI B B N B S N |
1001 1100

Click a modification site to display information in detail.

[siteno | aminoacia | type | oweon | b |
O —

1081 s [lab [130415_HEK_ME_tphos.mgf[F015010]

1081 5 P |[Lab 140320_tita_C18_.mgf[F017426]

1081 S [P |[Paper Cell Rep 2014, 8(5), 1583-1594

1081 s I3 |[Paper 1 Proteome Res 2013, 12(1), 260-271

1081 s I |[Paper Proc Natl Acad Sci USA 2008, 105(38), 10762-10767

Protein Sequence

MEPNDSTSTA VEEPDSLEVL VKTLDSQTRT FIVGAQMNVK EFKEHIAASV SIPSEKQRLI YQGRVLQDDK KLQEYNVGGK VIHLVERAPP QTHLPSGASS GTGSASATHG GG
SPPGTRGP GASVHDRNAN SYVMVGTFNL PSDGSAVDVH INMEQAPIQS EPRVRLVMAQ HMIRDIQTLL SRMETLPYLQ CRGGPQPQHS QPPPQPPAVT PEPVALSSQT SEP
VESEAPP REPMEAEEVE ERAPAQNPEL TPGPAPAGPT PAPETNAPNH PSPAEYVEVL QELQRLESRL QPFLQRYYEV LGAAATTDYN NNHEGREEDQ RLINLVGESL RLLGNTF
VAL SDLRCNLACT PPRHLHVVRP MSHYTTPMVL QQAAIPIQIN VGTTVTMTGN GTRPPPTPNA EAPPPGPGQA SSVAPSSTNV ESSAEGAPPP GPAPPPATSH PRVIRISHQS
VEPVVMMHMN IQDSGTQPGG VPSAPTGPLG PPGHGQTLGQ QVPGFPTAPT RVVIARPTPP QARPSHPGGP PVSGTLQGAG LGTNASLAQM VSGLVGQLLM QPVLVAQGTP
GMAPPPAPAT ASASAGTTNT ATTAGPAPGG PAQPPPTPQP SMADLQFSQL LGNLLGPAGP GAGGSGVASP TITVAMPGVP AFLQGMTDFL QATQTAPPPP PPPPPPPPAP EQQ
TMPPPGS PSGGAGSPGG LGLESLSPEF FTSVVQGVLS SLLGSLGARA GSSESIAAFI QRLSGSSNIF EPGADGALGF FGALLSLLCQ NFSMVDVVML LHGHFQPLQR LQPQLR
SFFH QHYLGGQEPT PSNIRMATHT LITGLEEYVR ESFSLVQVQP GVDIIRTNLE FLQEQFNSIA AHVLHCTDSG FGARLLELCN QGLFECLALN LHCLGGQQME LAAVINGRIR
RMSRGVNPSL VSWLTTMMGL RLQVVLEHMP VGPDAILRYV RRVGDPPQPL PEEPMEVQGA ERASPEPQRE NASPAPGTTA EEAMSRGPPP APEGGSRDEQ DGASAETEPW
AAAVPPEWVP IIQQDIQSQR KVKPQPPLSD AYLSGMPAKR RKTMQGEGPQ LLLSEAVSRA AKAAGARPLT SPESLSRDLE APEVQESYRQ QLRSDIQKRL QEDPNYSPQR FP
NAQRAFAD D

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