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Abstract: Verticillium wilt( VW) is one of the most crushing diseases in cotton production. Due to the lack of varie-
ties with high resistance to Verticillium dahliae (V. dahliae) in upland cotton, the progress of disease resistance breeding
was slow. We acquired a resistance line, SuVRO18 with the higher resistance to V. dahliae, which was selected from F,
segregated population crossing by Simian 3 and Zhongzhimian 2. In this study, 3 100 pairs of SSR primers were used to de-
tect polymorphism of SuVR018 and Simian 3, and 32 SSR

I #5 B 87 :2018-07-08 R . . - .
B TE L[5 (AR 4 H (31401727) 5 FI% T A% 1l markers with polymorphism were identified. Using
57 (2016YFDO100203 ) 5 5 & K 2 417 i i b 7 BB SuVRO18 as female parent and Simian 3 as male parent,

FE T (20167X08005001 ) ; VT35 44 T 5 BF % i %1 i A the F, population with 312 individual plants was construc-
(BE2015353) ; TTHE H AR5 470 H (BK20170597) ted by hybridization, and the linkage map with 17 poly-
TEERA X B (1982-) , B I FE M A -+ SIS 5 BFsE 7 morphic loci six linkage groups was constracted. In order to
[ AARAEF BRI 50 FF M, (Tel)025-84390363; (E- investigate the resistance to V. dahliae strain V991, F, .,
mail ) sxzhaojun88@ aliyun.com families were inoculated. Four QTLs related to V. dahliae

BIAEE : H A%, (Tel) 025-84390363 ; ( E-mail ) njxsh@ sina.com were detected on Chr.A5, Chr.D5, Chr.D5 and Chr.D6,
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and the phenotypic contribution rates were 6.41%, 3.78%, 4. 61% and 5.78%, respectively. With association analysis,
five loci associated with VW resistance were detected, which were NAU3212, MGHES40, DPL209, CIRI81 and
NAU5204, and explained 6.38% , 1.50%, 2.80%, 2.10% and 2.20% of the phenotypic variation, respectively. These re-

sults lay a theoretical foundation for further analysis of the resistant mechanism to VW in Zhongzhimian 2.
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Table 1 The classification standard of Verticillium wilt cotton leaf
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