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1 cDNA
Table 1 The titer and the recombinant rate for the elementary cDNA library of every recovered fragments
Fragment
Item 1 2 3 4 5
. _ 0 4.6 = 0.32 5.1 £0.26 5.2 £0.18 5.2 £ 0.38
Titer/( 10® x pfu * mL~")
Recombinant rate/% 0 98.1 + 0.79 99.8 + 0.06 99.5 + 0.37 98.9 + 0.86
2.4 cDNA 14 4 cDNAs (
34 28.57%) o 5°UTR 3°UTR
2, 1 kb 0sP0022 .
GenBank_EST 34 0sP0031 OsP0034 5°UTR
( expressed sequence tags ESTs) ; 5'UTR  3°UTR o
1 kb 20 15 cDNA
cDNAs(  75%) 1 kb o
2 GenBank_EST

Table 2 Blast results on GenBank_EST database of the cDNA clones be selected to sequencing

Genbank EST
Clone The hit ESTs fromGenbank database
Species Total score Query cover/%
Name Length/bp ID name Length /bp

0sP0O001 2 821 €X109187 1999 Indica 2874 55
0sPO002 2728 €X103369 877 Indica 1598 31
0sP0003 2 281 CKO71567 667 Indica 1175 28
0sPO004 2 050 CB647563 810 Indica 1 456 39
0sP0O00S 1788 CB661431 867 Japonica 1585 48
0sPO006 1750 €X109371 1786 Indica 3101 98
0sP0O007 1 699 EC365688 850 Indica 1299 41
0sP0008 1672 EC365584 886 Indica 1607 52
0sP0O009 1653 €X100179 680 Indica 1256 41
0sP0010 1603 €X102791 1 487 Indica 2357 83
0sP0011 1 489 CT845288 1476 Indica 2 652 97
0sP0012 1 460 CB667603 801 Japonica 1 454 54
0sPO013 1458 CX109310 1762 Indica 2 536 95
0sP0014 1 409 CT857395 1304 Indica 1677 72
0sP0015 1 344 €X109115 1 405 Indica 2 442 98
0sP0016 1291 EC365584 886 Indica 1615 68
0sP0017 1186 €X099710 970 Indica 1716 70
0sP0018 1153 €X109065 1352 Indica 1 801 94
0sP0019 1036 CI158095 700 Japonica 1249 67
0sP0020 1032 €X103208 1052 Indica 1332 77

0sP0021 794 AAT51588 652 Indica 1014 78
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2( )
Genbank EST
Clone The hit ESTs fromGenbank database
Species Total score Query cover/%
Name Length /bp ID name Length /bp
0sP0022 770 CX109151 1304 Indica 1 330 95
0sP0023 751 CB097085 700 Indica 1175 92
0sP0024 716 CA762864 711 Indica 1262 99
0sP0025 672 CA762863 698 Indica 1195 98
0sP0026 671 CA762865 690 Indica 1173 99
0sP0027 646 CA762871 676 Indica 1125 100
0sP0028 636 CA762871 676 Indica 1103 97
0sP0029 609 CB097150 640 Indica 1107 99
0sP0030 602 CA759535 629 Indica 1 086 99
0sP0031 594 CA762871 676 Indica 992 94
0sP0032 556 CA764055 530 Indica 926 95
0sP0033 503 CI231887 527 Japonica 854 92
0sP0034 437 CA759535 629 Indica 784 98
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Fulldength ¢cDNA Library Construction and Analysis of Rice
Panicle at Early Milky Stage Under High Temperature Stress

HE Chao' XIAO Xiaojun® ZHANG Zhi' PENG Qi' HUANG Yingjin' LIAO Jianglin'
(' Key Laboratory of Crop Physiology ~Ecology and Genetic Breeding Ministry of Education/
Collaborative Innovation Center of Grain and Oil Crops in South China/ Jiangxi Agricultural University

Nanchang Jiangxi  330045; 2 The Red Soil Research Institute of Jiangxi Province Nanchang Jiangxi 331717)

Abstract: A fulldength ¢DNA library was constructed to clone the fulldength sequence of the genes related to heat
tolerance during rice grain filling stage using the heat-tolerant line XNO437T and the heatsensitive line XN0437S as
plant materials. Two rice lines were treated by 38.0/33.0 + 0.5°C ( day/night) high temperature at early milky stage
(on the 8" day after flowering) with three replicates. Total RNAs were extracted respectively from the grains and then
mixed equally. Double strand ¢cDNA of the mixed RNAs was synthesized by SMART PCR ¢DNA Kit produced by Takara
Clontech Co. Ltd. then the synthesized ¢DNAs were separated through agarose gel electrophoresis collected
according to fragment size and ligated to pGEM-T Easy vector respectively to construct fulldength ¢cDNA sub-clone
libraries. To identify the quality of the library the insert fragments length of the clones library titer and recombinant
rate were determined and analyzed and the fulldength rate of library was analyzed by random cloning sequencing
besides that the sequences from the library was further blasted in GenBank database. The results showed that 7 974
positive clones were included in the library the average size of the inserted fragment of the clones were longer than 1.0
kb the rate of fulldength gene in the whole library was about 75% the titer of sub—clone libraries which the size of
insert fragments were more than 0. 5 kb was more than 4.6 x 10° pfu * mL.™" and the recombinant rate of these sub—
clone libraries was more than 98. 1% =+ 0.79% . The constructed fulldength ¢cDNA library supported a foundation for
the fulldength cloning of the object genes.

Keywords: rice early grainfilling stage grain high temperature stress fulldength ¢cDNA library construct



