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Abstract ;

Seed germination, a quantitative trait controlled by multiple genes, is influenced by many factors, inclu-

ding environmental conditions and seed treatments. In this paper, the effects of external environment and seed priming treat-
ment on seed germination, the quantitative trait loci (QTL) mapping of seed germination, and the cloning of genes related

to seed germination in crops were reviewed. Furthermore, the future physiological and genetic researches of seed germina-

tion were prospected.
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Fig.1 Germination of seed and physiological process!?)
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Table 1 Summary of the quantiative trait loci (QTLs) controlling seed germination of some crops

1EW PER TN Z:7% 3k
b Fh¥F5 1w Nipponbare/Kasalath BILs [21]
IKFE i & % Ttalica Livorno/Hayamasari BILs [22]
TKFE T IR28/Daguandao RILs [23]
HE IR R LR5/LR4 RILs [31]
K FE IR % 2 TR28/Daguandao RILs [11]
K F [ED &2 IR26/ Jiucaiqing RILs [12]
IKFE Bl AARHR Nona Bokra/Koshihikari CSSLs [26]
K F R & 2 USSR5/N22 RILs [25]
K YA H IR26/ Jiucaiqing RILs [29]
KA iR & 2 Hokuriku-142 . Yume-Toiro/Nada-Hikari , Gohyaku-Mangoku RILs [39]
KA LR L] 7897/ MH63 RILs [40]
KA b F-IRiR IR28/Daguandao RILs [27]
IKFE T F-IRiR IR26/ Jiucaiqing RILs [28]
IKHE b= T O 5 Nanjing35/N22//Nanjing35 BlLs . USSR5/N22 RILs [41]
[EP ¥R FhFiE T DH F {4 [32]
TKF R4 & H S84 Nipponbare/IR64 RILs [30]
K IR A 2F SEASHALS [34]
NS i £k % 2 EESHALS [37]
e T 2 F AR [38]
N [URUNIS Yangxiaomai/Zhongyou 9507 RILs [42]
Rk YA H 109/Q267 RILs [43]
1o i & 2 H AR [44]
KA i F IR AR BE/SHALS [35]
EPN IR % 2F B73/Mol17 RILs [33]
B [GEY-% [SEASHEEN [36]
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