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Abstract

e AIM. To detect the protein compositions in human lens
by mass spectrography.

e METHODS.: Prefractionation of complete lens proteins
were carried out for reduction of complexity of samples.
Then the proteins were separated by one-dimensional
sodium dodecyl sulfate polyacrylamide gel (1D SDS-
PAGE), the gels were divided into slices in accordance
with Coomassie brilliant blue staining, after digestion in
the gel with trypsin, coupled with reversed phase high-
performance liquid chromatography ( RP-HPLC) separation
and linear ion trap tandem mass spectrometry (LTQ) for
analysis of eluted peptides. Bioinformatics tools were
used for metabolic process analyses of identified proteins.
¢ RESULTS: A total of 574 lens proteins were identified. A
number of unknown lens proteins and proteins isoforms
were identified, including 38 proteins analogous to some
proteins, 56 uncertain proteins, 27 uncharacterized
proteins, 42 proteins known molecular weight but
unknown functions. Meaningful results about metabolic
process analyses were obtained by bioinformatics
analyses for identified proteins.

e CONCLUSION: This study provide abundant data
analyses of many unknown proteins of human lens and
their corresponding metabolic processes.
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2 4M ( sodium dodecylsulfate, SDS) | = F& H e B W kg
(Tris) JUMBERE Acrylamide Acr-, N, N FF SUXUN I B e
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TR KR, B A B N 1g/L R Z 5 KIB W (&
58 84% ) ;0 ~ 45min, B W EHE E 4% ~ 50% ;45 ~
54min, B W HERLE 50% ~ 100% ;54 ~ 120min, B W 4E+;
16 100% . fitRAK SDS-PAGE 557 FE 5 Bk i 13 %) ik B
Thermo Finnigan LTQ &5~ B BT 15#E4 T B K 33 43 B, Bk
FH5FEFRERHIE S T MS 28 AGC &E
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SEWE B, OUB IR H Il R 25 407 16, 128 A X, -1 1 ) 25
WESE AT, WS 12 S5 A It , IS WE 1-22 ) g, g 0 s ot
-1, (2) Z5BRICHE 542 (KEGG Pathway ID 5.
hsa00030 ) : 2 AR S 72 1 A bR AR 25 13 A SR - — i 1R
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WTit-1,37 KDa 25 5, 6 12 1 40 1 S FA0 Tl , B 2 e
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