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1 [Accesson[cenetome] ___GheNo.____[oescripton
CCNL2_HUMAN||Q96594 CCNL2 1p36.33(/1321091..1334708||Cyclin-L2

—_

Modification Sites Map

$351-P
$348-p -P,5369-P
$345-p
$338-P
0-P
==
S25-P T101-P __a
[ — ——
| L L L L e e e e e N D D D N D D D N B | L L LI I B |
1 100 200 300 400 500
501

Click a modification site to display information in detail.

[ Siteno | Aminoacid | Type | Division |
P Lab

o s | 140326_OVISE_NES_tita_2_.mgf[F017520]
369 s I ||ab 140326_OVISE_NES_tita_3_.mgf[F017523]
369 s P |lLab 140320_OVISE_SCE_.mgf[F017431]

369 s P |lLab 140320_OVISE_SCE_.mgf[F017431]

369 s P |lLab 140326_OVISE_NES_tita_.mgf[F017518]
369 s P |[Paper Cell Rep 2014, 8(5), 1583-1594

369 s I |[Paper J Proteome Res 2013, 12(1), 260-271

369 s P |[Paper J Proteomics 2011, 75(4), 1343-1356

369 s [P |[Paper Mol Cell Proteomics 2012, 11(9), 651-668
369 s P |[Paper |[Mor cell Proteomics 2015, 14(6), 1599-1615
369 s P |[Paper |[Proc Natl Acad Sci USA 2014, 111(21), E2182-E2190

Protein Sequence

MAAAAAAAGA AGSAAPAAAA GAPGSGGAPS GSQGVLIGDR LYSGVLITLE NCLLPDDKLR FTPSMSSGLD TDTETDLRVV GCELIQAAGI LLRLPQVAMA TGQVLFQRFF YTK
SFVKHSM EHVSMACVHL ASKIEEAPRR IRDVINVFHR LRQLRDKKKP VPLLLDQDYV NLKNQIIKAE RRVLKELGFC VHVKHPHKII VMYLQVLECE RNQHLVQTSW NYMND

SLRTD VFVRFQPESI ACACIYLAAR TLEIPLPNRP HWFLLFGATE EEIQEICLKI LQLYARKKVD LTHLEGEVEK RKHAIEEAKA QARGLLPGGT QVLDGTSGFS PAPKLVESPK E
GKGSKPSPL SVKNTKRRLE GAKKAKADSP VNGLPKGRES RSRSRSREQS YSRSPSRSAS PKRRKSDSGS TSGGSKSQSR SRSRSDSPPR QAPRSAPYKG SEIRGSRKSK D

CKYPQKPHK SRSRSSSRSR SRSRERADNP GKYKKKSHYY RDQRRERSRS YERTGRRYER DHPGHSRHR

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