DOT :10. 159337j. crki. 1004 ~3268. 2011. (B. 030
A Rk A4, 2011, 40(3); 105-108

Journal of Henan A gricultural Sciences

SRAP

KN, IhETR, B RN
(1. , 450002 2. , 450002)

: KA SRAP HARIKF 55 N A FE 5169 0T 4792, A EE A Fe J9E S R A M F 2
FRIF Fu, B IR P2 B4R, B 5 3 24K 9 4045 47 (bulked segregant analysis, BSA) #)3& A fe
552 MR, 75 i 957 sFald. R K, AA 514 mel6em?20 A £ P Z ) I 3133 2 &
HFH, 2 PREARINIE, 27 2024 % fef2 2k Il A MAPMAKER (Version 3.0) #:4F
DA, 2 MRITE AL &6 R IEH 5 A A 18. 4cM A2 11.4cM.

 HIN; AE 5 TFARIS; MR BRI SE R
. S651 : A . 1004-3268 (2011)03-0105-04

Identification of SRAP Molecular M arkers Linked to
Gynoecious Loci in Citrullus lanatus (Thunb. ) M ansfeld
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Abstract; In this paper, SRA P technique was used to study the molecular markers related to gyno-
ecious gene of watermelon. Gynoecious watermelon and monoecious watermelon were used as par-
ents to get F1 and F2 was obtained by self-pollination of Fi. 2 DNA pools of Gynoecious and mo-
noecious were built by Bulked Segregant Analysis(BSA ) and 957 pairs of primers were screened.
The results showed that 2 characteristic bands were obtained only by primer mel6-em?20. By the
test of which primer was used to amplify the individual DNAs of the F2 population, the result in-
dicated that this marker could appear steadily. Linkage analysis by the software of MAPMA KER
(Version 3.0) indicated that their genetic distance to the gynoecious loci was 18.4cM and 11.4cM
respectively.
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mel TGAGTC CAA ACCGG ATA em1 GAC TGC GTA CGA ATT TGC
me2 TGAGTC CAA ACC GG AGC em?2 GAC TGC GTA CGA ATT GCA
me3 TGAGTC CAA ACC GG ACC em3 GAC TGC GTA CGA ATT AGC
med TGAGTC CAA ACC GG TAG em4 GAC TGCGTA CGA ATT TAG
me5 TGAGTCCAA ACC GG TGT em5 GAC TGC GTA CGAATT GGT
me6 TGAGTC CAA ACCGG TAA em6 GAC TGC GTA CGA ATTCTG
me7 TGAGTC CAA ACC GG TCC em7 GAC TGC GTA CGA ATT CGA
me8 TGAGTC CAA ACC GG TGC em8 GAC TGC GTA CGA ATT CCA
me9 TGAGTC CAA ACC GG GCT em9 GAC TGCGTA CGA ATT AAT
mel0 TGA GTC CAA ACC GG ATG em10 GAC TGC GTA CGA ATT AAC
mell TGA GTC CAA ACC GG ACA emll GAC TGCGTA CGA ATT ATT
mel2 TGA GTCCAA ACC GG AAG em12 GAC TGCGTA CGA ATT ATG
mel3 TGA GTC CAA ACC GG GAT eml13 GAC TGC GTA CGAATT GAC
mel4 TGA GTC CAA ACCGG GCT em 14 GAC TGCGTA CGA ATT TGA
mel5S TGA GTC CTT TCC GG TAA eml5 GAC TGC GTA CGA ATT CAA
mel6 TGA GTC CTT TCC GG TCC eml16 GAC TGC GTA CGA ATT CAG
mel7 TGA GTC CTT TCC GG TGC eml17 GAC TGCGTA CGA ATT GAT
mel8 TGA GTC CAA ACCGG CAT eml18 GAC TGCGTA CGA ATT CCT
mel9 TGA GTC CAA ACCGG TCT em19 CCAAAACCTAAA ACCAGG A
me20 TGA GTC GTA TCCGG TCT em?20 GCG AGG ATG CTA CTG GTT
me2l TGA GTCGTA TCC GG AGT em?21 GTTAGTATCAAGGTTAGAGTT
me22 TGA GTCGTA TCC GG TAG em?22 GAC TGC GTA CGAATT CAT
me23 TAAACA ATG GCT ACTCAA G em23 CGC AAG ACC CACCAC AA
me?24 CTG GTG AAT GCC GCT CT em?24 TTACCTTGGTCATACAACATT
me25 TGA GTC CAA ACCGG AAA em?25 ATA AGA ATC AGC AGA CGC AT
me26 TGA GTC CAA ACC GG AAC em?26 ACG AGT TGC GGA AGT GG
me27 TGA GTC CAAACC GG ATT em?27 TTG AAC TGG CAG AAA GGG T
me28 TGA GTC CAA ACCGG ATC em28 GGC TTG AACGAG TGACTG A
me?29 TGA GTC CAA ACCGG ACT em?29 GTT ATG GGA AAT TAG GTG AG
me30 TGA GTC CAA ACC GG ACG
me31 TGA GTCCAA ACC GG AGA
me32 TGA GTC CAA ACC GG AGT
me33 TGA GTCCAA ACC GG AGG
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