234 ol
20114E6 H

AR

Chinese Bulletin of Life Sciences

Vol. 23, No. 6
Jun., 2011

XEHS: 1004-0374(2011)06-0605-07

N-EE UL R EE T ZMIEZEN-TEELFT

B %, B
(LR i, AR G s =, [l 200032)

O EOB N- PRGBS AR R R A AL UM AR I e AL DIRE

e AR A2 HEE

{7l 3 PR B J 5 e N- BEREAG AL U AR B BE T REF B BT 3R — o NEADBT OB S . WK R B4
ARFFEEA, BHEEFAHEA AL SR TR N- B A G2 . seAh, ANF T2 M =051 1 N- Bl
FAL B R IAEAATTR N- BRI R A DA R ) PR e

KHER « N- WAl 5 WESRLARAT A1 5 AR
FE2ES : Q5133 XHERFRERD - A

N-glycosylation sites analysis and nonconsensus N-glycosylated sequences

ZHOU Lei, GU Jian-Xin*
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Abstract: N-glycosylation of proteins is the most common post-tranlational modification, strongly influencing

many of their location, function, activity, life span and diversity. Our knowledge to N-glycosylation sites is one of

the most important prerequisites for detailed functional understanding. Using new methods based on glycoproteins/

glycopeptides enrichment and mass spectrum techniques, scientists have been able to identify glycosylated sites in

different tissues. Besides, the discovery of novel sequence patterns for N-glycosylation will help to understand the

process of N-glycosylation better in future.
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