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Abstract cDNA library is a classic tool to discover new genes and explore their function. Cotton is one of the most
important economic crops in the world, many cDNA libraries have been constructed, a large number of expressed

sequence tags (ESTs) resources of cotton have been generated and played important roles in gene discovery and
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function exploring. This paper focus on the application of cDNA libraries on cotton gene discovery.
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Table 1  Summary of cotton cDNA libraries

i i SCPE A A SRS Unigenes/EST % H SCHR
Species variety Library description Type of libraries unigenes/EST number Citation
g & #7124 HGeRE - 38 3L 8 653 (2]
G. barbadense Hai7124 Fiber development Non-normalized cDNA library
T By 3-79 gqHEERE ¥ — A3 5852 [1]
G. barbadense 3-79 Fiber development Normalized ¢cDNA library
il b A TM-1 GFHKRE 044 2298 cDNA 3L 36 [9]
G. hirsutum TM-1 Fiber development SSH
I 1t A DESI119 GHELRE B — b SC R /35 38 S 66 000 [10]
G. hirsutum DES119 Fiber development Normalized/non-normalized
c¢DNA library

5 B Pima 3-79 FHET ¥ — {30 645 [11]
G. barbadense Pima 3-79 Fiber development Normalized cDNA library
i b A TM-1 TG4 RT R E 8 540 [12]
G. hirsutum TM-1 Fiber development Full-length ¢cDNA library
il 4t A RN 142 GELRE W 3 S 11719 [13]
G. hirsutum Xuzhou 142 Fiber development ~ Non-normalized cDNA library
Fify b A 7235/% M 142 HUH®ET 3 S 13 505 [14]
G. hirsutum 7235 /Xuzhou 142 Fiber development Non-normalized cDNA library
g By AR 7124 gYgELE 18 S 3505 [15]
G. barbadense Hai 7124 Fiber development =~ Non-normalized cDNA library
Fii 1t A TM-1 FH®ET P 2 cDNA % 292 [16]
G. hirsutum TM-1 Fiber development SSH
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NI L AKA 8401 HUHEH 38 S 14 000 [17]
G. arboreum AKA 8401 Fiber development =~ Non-normalized cDNA library
il b N 142 TU|EH i 2208 cDNA SCPE 280 [18]
G. hirsutum Xuzhou 142 Fiber development SSH
il 3 48 AT 36 R H B — Ao K30k 5191 [19]
G. hirsutum CCRI 36 Leave development Normalized and full-length

c¢DNA library
i b A T AT 36 HRE Bl — 2K CE 14 373 [20]
G. hirsutum CCRI 36 Flower development Normalized and full-length

c¢DNA library
i b A T AT 36 HRE ¥l — b 2K CE 2 906 [21]
G. hirsutum CCRI36 Flower development Normalized and full-length

c¢DNA library
il b A AR BT 36 WwHhEE ¥ — K SO 6643 [22]
G. hirsutum CCRI 36 Anther development Normalized and full-length

cDNA library
it A Shannong No. F i REE M 2298 cDNA CJE 216 [23]
G. hirsutum Shannong No. Cotyledon senescence SSH
il b A WK F AR E W3 S [24]
G. hirsutum Restore Line Male sterile Non-normalized ¢cDNA library
SV P A HRW 1% EH W ¥ — b4 S [25]
G. arboreum Shixiya 1 Whole-life cycle Normalized and full-length

c¢DNA library
i B AR 5 7124 AR TR 1l Rk 148 [26]
G. barbadense Hai 7124 Lipid Full-length ¢cDNA library
i b A TR AT 12 PR AATE A 0 2298 cDNA SCEE 147 [27]
G. hirsutum CCRI 12 Gland formation SSH
il b A Wt 18 PEACRE TN ¥ — b3 [28]
G. hirsutum Xiangmian-18 Gland formation Normalized cDNA library
Fili 3t Aih CNPA 8H ik ) 228 cDNA 3 168 [29]
G. hirsutum CNPA 8H Buds SSH
i by A Surabhi itk &=} 0 2298 cDNA SCHE 64 [30]
G. hirsutum Surabhi Cotton boll SSH
Fili b A7 ) 201 Ji AR AR A 044 2298 cDNA L 210 [31]
G. hirsutum Coker 201 Protoplast SSH
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il b A AR BT 24 A 240 0 VR I R A= 4 2298 cDNA SCHEE 241 [32]
G. hirsutum CCRI24 Somatic embryogenesis SSH
Fii 1t A ] 201 A 240 0 VR i R A= 04 2298 cDNA L 242 [33]
G. hirsutum Coker 201 Somatic embryogenesis SSH
i b A H G5 EN SN ] 2298 cDNA S 468 [34]
G. hirsutum Zhong G5 Salt stress SSH
il b A TR BT 35 BN Sl PP 229k cDNA 3CFE 160 [35]
G. hirsutum ZMS35 Salt stress SSH
il 1t 83 AR AT 19 A 3 SR [36]
G. hirsutum ZMS19 Salt stress Non-normalized cDNA library
il 1t A3 AR 19 A 3 S [37]
G. hirsutum ZMS19 Salt stress Non-normalized cDNA library
i 4t A6 TR AT 19 NSl W 53 S [38]
G. hirsutum ZMS19 Salt stress Non-normalized cDNA library
i 1t 53 AR 19 A 3 S [39]
G. hirsutum ZMS19 Salt stress Non-normalized cDNA library
W YA FDH786 TR W3 S 778 [40]
G. arboreum FDH786 Drought-related Non-normalized cDNA library
A TRife 01 22 8 cDNA % 265 [41]
G. arboreum Drought-related SSH
5 Pima90-53 WEFET R ICE 23 126 [42]
G. barbadense Pima9%90-53 Verticillium dahliae Full-length ¢cDNA library
inoculated
il b A AR KV HERBT 44 2298 cDNA L 99 [43]
G. hirsutum Zhongzhimian KV1  Verticillium dahliae SSH
inoculated
18 B 7124 WERFET 0 2298 cDNA 3L 211 [44]
G. barbadense Hai 7124 Verticillium dahliae SSH
inoculated
il b A HERGSF 04 2298 cDNA L [45]
G. hirsutum Verticillium dahliae SSH
inoculated
T B A Pima 90 WERFE T 0 2298 cDNA SCHEE 78 [46]
G. barbadense Pima 90 Verticillium dahliae SSH
inoculated
. , HEWRIS T
5 5 1 7124 o A ERIE
Verticillium dahliae [47]
G. barbadense Hai7124 full-length ¢cDNA library

inoculated
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