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1. Shao jun Dai, Leili, Taotao Chen, Kang Chong,
Yongbiao Xue, Tai Wang. Proteomic analyses of Oryza
sativa mature pollen reveal novel proteins associated
potentially with pollen germination and tube growth.
Proteomics, 2006, 6: 2504-2529.
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5. PIPs 2DE (pH 4-7)
pH 4-7 IPG SDS-PAGE
12.5% ExcelGel SDS
996+ 27
isoform a,

actin AAO38821 isoforms (spots 4,3,629,803  991); b, beta-
tubulin BAC82430 isoforms (spots 250,441  1001); c, UDP-
glucose pyrophosphorylase AAF62555 (11,189,204 520)
vacuolar acid invertase AAF87246 (7,17,22,155,317 472); d,
putative H+-transporting ATP synthase NP_916591 (492
515) ATP synthase beta chain Q01859 (58,172,319 and 994);
e, dnaK-type molecular chaperone BiP T03581 (61 214) and
putative vacuolar proton-ATPase A subunit BAD27610 (371,409
541); f, vacuolar proton-ATPase BAD45853 (92,93  100);
g, vacuolar acid invertase AAF87245 (113,138,228  990); h,
beta-tubulin BAC82430 (441 1001); i, putative isoamylase-
type starch debranching enzyme XP_450961 (276 1003);
iy UMP/CMP kinase A XP_479205 (60 306); k, expressed pro-
tein related to glutamine amidotransferase class Il AAT76419
(90 332); |, putative Myo-inositol-I-phosphate synthase
NP_921086 (19,158 380); m, putative mitochondrial ATP
synthase beta chain NP_916979 (149,154 235); n, Putative
adenosylmethionine-8-amino-7-oxononanoate aminotrans-
ferase AAQ14479 (137,463 464); o, reversibly glycosylated
polypeptide CAA77235 (74 286); p, putative NADPH-
thioredoxin reductase XP_467446 (183,373  344); q, puta-
tive aldehyde dehydrogenase XP_475772 (124 202); r, per-
oxidase 78 precursor CAH69320 (32  473); s, superoxide
dismutase [Mn] AAA62657 (107  230); t, putative subtilisin-
like proteinase BAD35473 (258 862); u, putative
glyeeraldehydes 3-phosphate dehydrogenase CAD79700 (18
67); v, voltage-dependent anion channel XP_450604 (532
626); w, actin  western X, tubulin  western

6. SDS-PAGE LC MS/MS
A SDS-PAGE
14 B Cc9
C 15min 55 min
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Putative expansin OSEXPB13 (AAL24476)
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