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and Analysis of EST
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Abstract: The gene expression of seedling cotton induced by protein elicitor from Alternaria tenuissi-
ma , the construction of suppression subtractive hybridization (SSH) library with cDNA from seedling
cotton, and analysis of EST were described. The results demonstrated that the insertion fragments of
SSH library were ranging from 200 bp to 1 kb. 150 clones were randomly picked for PCR and sequen-
cing. After matching the result in GenBank dbEST, 104 sequences were obtained. Of them, 78 had
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48.54%~100% similarity with known genes, which is 75% of the total EST. Six sequences have

their homology with the sequences in GenBank with unknown function. 10 have no similarity with the

sequences in GenBank, which might be new genes. The function of all the 104 EST was determined by

classified being in WEGO and gene ontology. Most of the EST were related to physiological process

and cell process, with the number of 48 and 45, respectively. 44 of them related to cell component, 30

related to catalytic activity, 28 related to binding. It is suggested that several pathways were induced

when the seedling cotton was treated with protein elicitor, including resistance, cell signaling, tran-

scription, energy metabolism, et al.

Key words: protein elicitor from Alternaria tenuissima; cotton; suppression subtractive hybridization
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Table 1 Features of some sequenced clones and results of BLAST search
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3 gil33327286 ZREAED) Phaseolus vulgaris 130.18 2.36E-29 100
s9  gi92884460 XU REA Medicago truncatula 135. 96 4,40F-31 84,44
s16  gil18397160 RN Arabidopsis thaliana 127.1 2.14E-28 92, 86
sT1 gil556902 54-kD BRI ERER 54-kD Lycopersicon esculentum 238,04 8,11E-62 86,11
$99  gi16611997 VELYBRELEE 2 BhER Gossy pium hirsutum 41,43 1,20E122 100
5430 gil73761697 CDPK #I%H % B Gossy pium hirsutum 287,35 1.29E-76 100
s143  gil60460516 ENEHBREBRER Gossy pium hirsutum 208,76 8.50E-53 100
s17  gil87162920 Peptidase S24, S26A and S26B Medicago truncarula 158.3 8, 24E-38 93.18
s241  gil 32364696 ABC #EEH Gossy pium hirsutum 275.4 7.51E-73 87.82
$263  gi]1843527 EBEA Gossypium hirsutum 267.31  1.35E70 99,26
s162  gi|11994113 CNDAL, M ki DNA A &Rl Arabidopsis thaliana 166,39 3.64E-40 67,07
$321  gil 74229679 -4k Cu/ZnSOD Gossy pium hirsutum 201,06 1.09E-50 98
s103  4il121530 LERENE Hyacinthus orientalis 134,42 1.28E-30 98,57
$309  gil929813 FHREE a Populus nigra 196,05  5.54E-49 78,83
s317  gil2500115  AMHKBER, MR RSB H BOR BBk Spinacia oleracea 179.49  3.39E-44 87.62
s121  gi|23193178 B aR-L R T RS Gossypium hirsutum 488.8 7. 44E-137 100
s152  gi] 74273629 FEE 208k Gossy pium hirsutum 237,65 1.08E-61 98,33
$172  gil15221998 ATP %A%/ ATP KBNS/ B/ BRREAEH  Arabidopsis thaliana 283.11  3.89E75 90,53
s242  gi]3892051 #W3% 24 kD ) NADH B ST % Arabidopsis thaliana 277,33 2.37E-73 92,76
s203  gi]30421433 REW 3,5 BRI Gossypium hirsutum 274,63 7.86E-73 98.53
305 gi]4240385 o3I IR I S T Vernicia fordii 105,53 6.29E-22 68.13
s113  gi[56123232 & POBE B Escherichia coli 108.61  T7.47E23 100
s279  gil3559814 LT Capsicum annuum 17101 3.00E-41 80.92
$296  gi]85719356 TENREBEH WG S KA Medicago truncarula 82.42  5.72E-15 89.13
s217  gi[50429331 UDP-D-# SRR 4+ R Arabidopsis thaliana 270, 4 1.97E-71 93,42
$239  gil71727712 HER/FEAREANE Gossypium hirsutum 355,91 3,36E-97 100
s337  gil56384257 EREBl #ZHE T Gossypium hirsutum 256.91 2. 38E-67 100
s411  gi[13883318 IS1560 # #H T Mycobacteriumouberculosis CDC1551 268, 09 7.75E-71 84,38
s134  gi66814620 WD40 EEEH WD4O Dictyostelium discoideum AX4 55,84 5,65E-07 .15
5409 gil37730469 LR HEAER Gossypium hirsutum 310,84 9.76E-84 100
5329 gi 34538351 ENUBBEA Gossy pium hirsutum 228,79 4,99E-59 100
s89  gil2811278 KEREEA Gossy pium hirsutum 304,68 9. 44E-82 100
373 gi|105923053 NBS-LRR ##EH Populus richocar pa 62 8,03E-09 54
$339  gi|94450151 EHEALE Camellia prilophylia 11593 4.92E-25 54,66
s246  gil11995023 SEHEXERE Antirrhinum majus 139.43  4.35E-32 67.65
5351 gi 14626935 ANEERERBER Gossy pium hirsutum 20414 1.32E51 80
s356  gi|5139335 N-ZBEEFHEE B Arabidopsis thaliana 77.41 3.56E-13 97,06
350 gil 51599105 EM NBSHBER Gossypium hirsutum 162,16 5.71E-39 100
$392  gi[32401255 JUT & VILAjfk Gossypium hirsutum 210, 69 1.37E-53 98.99
$253  gi]38194890 EERER Gossy pium hirsutum 388.65 8 04E-107 100
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Fig.5 The classification analysis of some EST function
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