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Abstract: [Objective] The purpose of the article was to sum up the limitations derived from past DNA
markers and latest advances of markers development,so as to facilitate the future development and applica-
tion of desirable DNA markers. [Method] The research method was based on the authors research experi-
ence and overall analysis of the related documents. [Rusult] Compared with DNA markers previously de-
rived from random region of genome (termed anonymous DNA markers,RDM) , the latest markers are de-
rived from sequence motifs affecting phenotypic variation and facilitate detecting polymorphism of function-
al genes controlling phenotype (termed functional markers,FMs). FMs are characterized with many advan-
tages,symbolizing a new stage in the development of DNA markers. With the rapid development of molecu-
lar biology, especially the development and production of functional genomics, sufficient foundation and
cheerful prospects have been provided for the development of FMs. Due to merits of FMs,the research ac-
tivity involving the development and use of FMs will certainly gain momentum in the future. [Conclusion]
Based on the sequences of different allele on the same locus affecting agronomic and/or economic traits, the
development of FMs (characterized with simplicity and cheapness) will predominate in all kinds of DNA
marker systems,and will provide efficient tools for discovering desirable allele resources,for detection and
pyramiding desirable alleles,and for “Molecular Aid Selection (MAS)” and “Molecular Design Breeding
(MDB)”.
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JEEE I A T B A AN FMs 07 BE 2 G
B DR RS R A7 BF 5 o gt A% 800 /N B FMs £
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A E S A YR AT AT P T . SR . A AR B
ol 4 A A K B BARE R, XX se M R T B L AR
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AU TR T R A 3 i PR SR e S A A I OB L 2R
RO PR AR AR . X R bR iC i 4T 2 FEPE
WEFE AT LLXS 352 45 22 06 P 0 g5 A% I g 00 A7 B v b
filitt s AT T A% S 1T Y SR A L TAE . XX A F
Pl AR H A 5 . B, D RE A i g H]
WA AR 7 R R i O DN AT 8 A 2 Ak DT
PR RAE Y O AR A B e R R S TR S
BRERCE. WX EER AR QTL M) EEbsid
455 T RE 2 i DL O B A 19 F Mg 42 (Gene-
mediated breeding) "t bR ic il B 248 7 vk Lk
Al fE.

TIREARIC 1 T % K #E 3l F BT 5% U8 19 42 48 5 0F
FEo TEAE 2R R R0 BT BT IR b, 45 2 A Y ik AL
R TESEAL CBL G B AR E A AN Tk Ak 0 9 Ak i
L BLR T R TS SOk BIZ X Br T RE AR
0 A B TAEZ WA 5 M A7 U8 0 Y A& T
SRR O BLAS A R A 2 A U ) (5 S5 A ik ]
SERINRY R e SN VAN i R S T S el
TR IR B UL S HOIR 0 5% B SR
3.2 KRR ME

A PR ZH 138 26 3k 7 81 vh O R e A A s LA R it
FARIC AW 5T 5 N o TR S5 A8 B N 4 27 5 T fig Bk A
EE e Tl UK ) B AR T WS 7 e A TR ) A R s
H H . IEZEXT LR I L K R R B SR A 0 3 R A )T 5
o HC At — S A ) R DR A A 0 A 3R AT T RE T RS

XL D) REVE R I T A AL 4G R BRI 81, ]
T FH % GTMs f1 FMs, XF T 45+ 4= W) 5 0t 58 AH
X e BIARAE T 5 > cDNA 721045 B 5%/ Al i % 3 (K]
7 HE B A e N W R R AT T B 5B L MR AR
F: K& 5] (Cotton Gene Index version 7,CGI7), fJ
T 55 673 FARTUREEH T A WF X L F N Y &
Ak B A 56 A 2 B 35 0T HE S AR A6 DD g AR i
IT % . GenBank f7) EST @45 HEW k%A
F TP ] 0 b 9 51 22 25 M 0 R SR A ) 2R
RUGON T, 3 4 P 2 2 0 i SR 4 R S D g
IR T REFEE.

SFARICH Rk R AEAR KRR RS T
ol J5 9% VR 5t A% 22 MR MR B 5 3 DR 4 L QT L AEIE .
il B 2 B 1S R A — o R LS TRl
B Bh B R SE R B ST R . AR X 5 A 5T
M) e 2 B br Wit O it A M 2l 3 A ) O AR A U R Y
FeHR AR L IR 23 R e 7/ QTL fE
P B A 10 i B 306 3 R AR A AR B 5 R L TR e B
AR ARATAH L 0 L I 3 38 W LA A AR 10 T A& S8 i ik
T B A S W 20T X i TR 4 B A IR A A R
E DI, T e SR AT R RO AR AN IE L R S A
T 9 B8R 2H Y 22 R B TR RE A I AN TR
LAV TRE 2 AT B 4r Al BD T e ic . an 2 s
P SNP FRic . Dr et 0 SSR bric 55 . 18 1 T Ae
B ic (8 I o PR3 B R e DR B 4% ol 45 a7 5 TR 114
25 s T LB A A D) R B A A A A6 S I e 2 A
AR ICH Bk PR A Sy O E AR B R SR b iy 52
it s S IR | MEA ok R AR A B AR .
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