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Tablel Primersused for RAPD analysis
Primer S(égLiegf:e Primer S(égLiegf:e Primer Sggtieg’ce
oPBO7 GGTGACGCA G OPJ19 GGACACCACT OPv 05 TCCGA GA GGG
OoPB12 CCTTGACGCA OPOO05 CCCAGTCACT OPv 17 ACCGGCTTGT
oPB17 A GGGAACGAG OPO16 TCGGCGGTTC OPv 18 TGGTGGCGTT
OPD13 GGGGTGACGA OPOO07 CCCCGATGGT OPW 01 CTCAGTGTCC
OPHO7 CTGCATCGTG OPR14 CAGGATTCCC OPRW 02 A CCCCGCCAA
OPHO08 GAAACACCCC OPU 15 ACGGGCCA GT ORW 07 CTGGACGTCA
OPH 16 TCTCAGCTGG OPU 20 A CA GCCCCCA OPW 09 GTGACCGAGT
OPJO3 TCTCCGCTTG OPv 02 AGTCACTCCC OPW 14 CTGCTGA GCA
OPJ13 CCACACTACC
2 F1 RA PD
Table 2 RAPD analysis in F1progeny from an interspecific crossing betw eenV. quinquangularisandV. vinif era
-24
s weepeme MGG URSE o Froginy
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1 OPJ19, OPD13 OPVO05 RA PD -24 (9) L) F1
a OPJ19-1600 -24, OPJ19-1000 , OPJ19-700 , F1
PCR M arker h OPD 13-1000 ) OPD13-700 -24, OPD13-850 s
; OPD 13-600 , ¢ OPV 05-1300 , F1
Fig 1 Segregation resultsof themarkersanplified by primer OPJ19, OPD 13 and OPV 05 in F1progenies from
an interecific cross betw eenV. quinquangularis shang-24 (S) andV. vinif eraLongyan (L)
a OPJ19-1600 presents in Shang-24; OPJ19-1000 presents in both parents; OPJ19-700 presentsinLongyan T he three exists in F1
progenies M standsfor PCR marker h OPD 13-1000, OPD 13-700 and O PD 13-850 show ing theM endelian segregation differently
present in Longyan, Shang-24 and both parents OPD 13-600 show ing the non-mendelian segregation present in both parents C

OPV 05-1300 show ing a segregation in the progenies but absent in both parents

2 © 1994-2010 China Academic Journal Electronic Publishing House. All rights reserved. http://www.cnki.net
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Cloning and sequencing of RA PD maker linked to white rot disease
resistant gene inw ild grapes native to China

XUYan', WANGYuejin', ZHOU Peng’, ZHAN Jian-xia', WANG Xi-ping*
(LCollege d H orticture, N orthw est Sci-Tech U niversity of A griculture and Forestry, Yangling, Shaanxi 712100, China
2N ational K ey B iotechnology L aboratory for Tropical Craps, CATAS, H aikou, H ainan 571101, China)

Abstract: Bulk segregant analysis BSA), randomly anplified polymorphicDNA (RA PD) methords
were used to tag thew hite rot-resistant genesof grapemolecular markers, parents and their 33 individuals
of F1and F1progeny resulting from a cross 91-5 betw een Tangw ei (vitis davidii), white rot-resistant and
U gniBlanc (V. vinif era), white rot-susceptible Among 1550peron primers giving distinct band patterns,
one RA PD marker OPP09-760 w as tightly linked to a major gene resistant to Coniothyrium diplodiella
OPP09-760 fragnentw as reclamed by W izard DNA Clean-up system from electrophoresis gel, and cloned
in T-easy V ector, then sequenced from two sides TheDNA fragnent O PP09-760w as actually 766 bp. It
is suggested that the sequence of RA PD marker O PP09-760 might be used as a basis for synthesizing the
gecific PCR primersand the probe for detecting grapew hite rot-resistant in disease resistant breeding and
molecular marker assisted selection (M A S).

Key words Chinesew ildV itis white-rot disesase RA PD; cloning; sequencing

RA PD analysis in an intergecific F1 hybrid of grapes

WANG Xi-ping', WANGYue-jin', ZHOU Peng’, ZHENG Xue-qin®
(1 College o H orticulture, N orthw estern Sci-Tech U niversity & A griculture and Forestry, Yangling, Shaanxi 712100, China;
2N ational K ey B iotechnology L aboratory for Trapical Crgps, CATAS, H aikon, H ainan 571101, China)

Abstract: RAPD analysis in an interpecific F: hybrids of grapes was studied using 25 primers
screening from 260 oligonucleotide random primers A coording to the segregation patterns, RA PD markers
w ere grouped into three types NomalM endelian inheritancew ith Segregation ratio of nearly 1 1 (asa
result of Aax aaoraaxAa), 3 1 (asaresultofAaxAa) orl O (non-segregation, as result of AA x
AA,AA X aa, AA X Aa Aax AA and aax AA), deviation from M endelian segregation ratios, non-parental
markers, absent in both parents but present in progenies Basing on statisticsof 219 RA PD markers, there
exist 49 8% non-segregation markers, 40 6% 1 1and 3 1M endelian segregation markers, 7 3%
markers deviating from M endelian segregation ratiosand 2 3% abnomal segregation markers 75 0%
markers presenting in both parents did not segregate and 53 4%- 65 3% markerspresenting in only one
parent show M endelian segregation Non-segregation markers accounted for 20 4% of the markers
presented only in Shang-24 and 36 9% of those presented only in Longyan, the results suggested that
L ongyan genome containsmore pure loci than Shang-24 T hese provide the foundation for construction of
grape genetic linkage m ap.

Key words grape intergecific hybridization; RA PD analysis



