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Abstract ; In this review,we comment on the progress in cotton genetic and breeding in 2017. The cotton chip-
SNPs were commercially applied in genotyping,lots of QTL/genes related to fiber yield and quality traits were iden-
tified and cloned. Significant progress was made in cotton GWAS research , construction of upland cotton high densy
genetic mapping,and significant advance in fine mapping and cloning the genes related to cotton virescent and fiber
quality,and the great achievements were made in cotton transgenetic new technology and materials for resistance to
bud worm and herbicide. Meanwhile , combined with cotton production situation , future needs and new opportunity in
china,we propose the some solutions,which need to be considered in the long term research.
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Vs I AR R Tt ik P 7% i ( LPAAT ) & PR 530k , 78 i Hty
F VR T SEAEAR SR TR A3 5 1310, 8
19 AFEH | Ar-GhI3LPAATS K 5 Ff 13 73 K &

F i A

i I I - P 5 2 A B 3 B 1 F G ( SAD | stearoyl-
acyl carrier protein desaturase ) 3K | 12 3 K 1Y # 22T)
RESE K AL v 0 10 0 O I T e Ak R AN R 7 1R
P A R H SR RE 2 BB SE 2 T S48 il e,
I3 N TR SRR YR B AR T AR 3RS 9.9
18 119 > SAD J:[H, GhSAD2 Fl GhSAD4 1E4E 5
20 ~35 d b5 the S 08 76 E i S AR A R
HARFR IR, AR S8 mAd g &
B O, KB4 B i — 2L 8N T GhSAD4 1 &
B
565 MEFOHAEHXERZE HERL
B 2E BE AR AL B 5% B 2 o7 32 1A BN 5 A T F K22 &
YEXT R AR G oA €0 28 28 43 B9 55 5 Ty 22 O—WimHE
Pk 3. 22 FE 0 TR B H Ik R & 22. 0—"n gk
WL 22, A T TR H AR, 22. O Wi HE ik
B 220 R EE T b TR B I R R A 0 A 2T 4
AR AR FEE ARy, fi AR E A 4 A
CoA YERFEMEFEIN ( Gh4 CLI-Gh4CL4 ) |, 75 TN B 4=
Y& BRI O, et F TR, PR R,
Gh4CL2 5umue 2 5% B A ¢, fE sk (L eF 45
YA PR EEEH,
5.6.6 IREEMMEHEXEEZIE CONSTANS/
FLOWERING LOCUS T ( CO/FT) 42 Al 75 % & A
SEURAR Y (4 FEAG ST 8] 9] 4 T R B AR AR
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(GAT) genes (N-LMEHEH RN (GAT) ) HytLF% 1L,
KB THIRERIMAL, 2515 GGCO2 T GGCOS WA~
2 HXT R T 5 6%, R A Ak B s
T 10 f5,

(5) hEFRl =R B L 5 & B A Y0158 T AR it
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