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Genome-wide association study reveals novel SNPs and genes in Gossypium
hirsutum underlying Aphis gossypii resistance
BE,KEH,FRRE,ANEX , IE, TET,&E8E,RLE,KE, TE45, DR
(R EDEREERALERELR LR S/ AABEZ L IRE A H PO/ TR LK F,

6 4% € 071001)

8% . 47 ¥ (Aphis gossypii) & —fH R B R 0 BF b, Z oW TARMBLAER , ML g ERA L
EfGMHEREMAEANTHRERLRREAEEE L, AR XA IEHZFER A E X 200 4 1 3
# (Gossypium hirsutum) # JT 8 40 5F M #EAT T I, BF 2 45 R 5% WA AR BF AR 5 B AR AL A BT b By A AL AR
ZRBOA, AN E T VLA A 47 B % FH 25 24 (relative aphid reproduction index ,RARI) 7 48 7 i 4% 76 91U
B AE M R R K BTN B AR AR R By S KRR 6 ANE R H B 19 e SO m A R,
—FAMAA BT EREHE PR Z B E AR AR, b GRFER TR RA
DEMKME, AT, WEFRAFUL(FR UGN, ERTRERTFEEZ RIS
ZHEREEMRXREZ, UWRAMS ENSFHEEA, #its KA XKL I (genome-wide
association study, GWAS) , & 3 K Z £ X} F £ 5 7 %] 176 /> 5 RARI & # 41 x # SNPs, 24 T 17
FF ek b E 3 A01 A02 A03 ,A05 A06 ,A07 A08 ,A10 A1l ,A13.,D02 D04 D05 .D06.D08 D12
A1 D13, 3 F A08 % & fh X B E| K B B9 SNPs, 7 it 52 & 89 £ 81 1 F 4 7 2, SNP1(A08:63757562)
FLA % & Hh K BB 2 A [-logy (p-value)], # FF & B CAPS (cleaved amplified polymorphic sequence) 47
WH TR TS WERE SR, £ SNP1 £ T i 325kb X3 % % 2| 4 A 5 A% 604 M AH X B
£ B , & % GhRem (remorin-like) .GhLAFI (long after far-red light 1) GhCFIm25 (pre-mRNA cleavage
factor Im 25 kDa subunit) #7 GhPMEI(plant invertase/pectin methylesterase inhibitor superfamily protein) .
ez REFTFLRE, EXAEAREML S MEEZR T F, UK GhRem GhLAFI =
GhCFIm25 3 it % % 3§ Ao A v b 5F & oy S 78 4 & 48 5] 2 VLB GhRem 8¢ % 3 1% R BF A 22 AR 76 T
FHRAR,RAEN TR E S AERANREX, RFARERN T HWR LT 0T
PHERETHOERE FARLEMTTRR L TR T HEM S SNPs & H

RGBT : [ AT AR BT JUHT 5 2 30 T 4R R AT

* 3 55 fE# . mzhy@hebau.edu.cn



