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CGenetic Diversity Analysis o Prunus persica Using SRAP and SSR Mar kers

SHI Hongrli ,HAN Ming-yu ,ZHAO Cai-ping
(Qollege of Horticulture ,Northwest Agriculture and Forestry University , Yangding 712100 ,China)

Abgract :Sequence related anplified polynorphisn (SRAP) and snple sequence repeats (SSR) markers were enr
ployed to anayze the genetic diverdty of Prunus persica varieties. Nineteen SRAP and five SSR primer combinations with
clear band pattern and polyrmorphism were selected ,which produced 82 polynorphianm loci. The average number of poly-
norphic loci were 3. 4 per primer pairs. Dendrograms were condructed by the unweighted pair group method of arithmetic
average (UPGMIA) usng the NTSYS PC verdon 2. 1. The genetic Smilarity codficient of 47 Prunus persica varieties
ranged from 0. 501 to 0. 842. The low dmilarity coefficient indicated thet there was high level of genetic diversty in the
47 Prunus persica varieties. The nog of the varieties with rdative relationship in their pedigrees and smilar biologica

characterigicswere clugered into the same group. These results provide a bendicid reference for genetic breeding of
Prunus persica.

Key wor ds: Prunus persica ; SRAP; SSR; Genetic diverdty
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Tab.1 Names d 47 peach breeds
No. Name No. Name No. Name
1 17 2 3 10
2 18 20 34 13
3 19 19 35 17
4 20 36 2
5 21 37 16
6 2 3 38 6
7 23 39 9
8 24 40 23
9 25 1 a1 3
10 2 26 () 2 7
11 5 27 2 43 18
12 28 24 a4 15
13 29 () 45 14
14 30 46 8
15 31 15 a7 11
16 R
50 SR 5 ,
2
) 82
2.1 DNA ,
CTAB DNA ,
, 1
:A260/ A280 1.8 1.9 ,A260/ A230
2.0 2.1 DNA ,
RAP
2.2
SRAP R 1 CTAB DNA
, 110 SRAP 19 Fig.1 The peach leaves DNA with modified CTAB
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Tab.2 Theamplification results o 24 SRAP/ SSR primer combinations

[
G

A
E
A

Primer combination

Primer_sequence

Rolynmomphic bands

mel/ emb

me3/ emb

me3/ emll

me4/ em10

med/ emll

me6/ emb

me6/ emb

me7/ emd

me7/ emb

me7/ em10

me7/ emll

me9/ emb

med/ em6

me9/ em8

me9/ emll

mel0/ em2

mel0/ emb

mel0/ em7

mel0/ em9

Pchemsl

BPPCTO08

BPPCTO09

SSR- M2b

BPPCTO37

5-TGA GTCCAAACCGGATA-3
5- GACTGCGTACGAATTAAC 3
5'-TGAGICCAAACCGGEAT-3
5- GACTGCGTACGAATTQCA-3
3-TGAGICCAAACCGGAAT-3
5- GACTGCGIACGAATTCCA-3
5-TGA GTCCAAACCGGACC 3
5- GACTCCGTACGRAATTCAG3
5-TGAGICCAAACCGGACC3
5- GACTGCGTACGAATTCCA-3
8- TGA GTCCAAACCGGIAA-3
3- GACTGCGTACGAATTAAC 3
8- TGA GTCCAAACCGGIAA-3
5- GACTGCGIACGAATTCCA-3
5-TGA GTCCAAACCGGICC 3
53- GACTGCGIACGAATTTGA-3
5- TGA GTCCAAACCGGICC-3
5- GACTGCGTACGAATTCCA-3
5- TGA GTCCAAACCGGICC-3
5- GACTGCGTACGAATTCAG3
5-TGA GTCCAAACCGGICC 3
5- GACTGCGIACGAATTCCA-3
8- TGAGICCAAACCGGIAG3
5- GACTGCGTACGRAATTAAC 3
5-TGAGICCAAACCGGIAG3
5’- GACTGCGIACGAATTGCA-3
5-TGAGICCAAACCGGIAG3
5- GACTGCGIACRAATTICTG3
5-TGAGICCAAACCGGIAG3
5- GACTGCGTACGAATTCCA-3
5- TGAGICCAAACCGGICT-3
5- GACTCCGITACGAATTTCC 3
53- TGA GTCCAAACCGGICT-3
53- GACTGCGTACGAATTAAC 3
53- TGA GTCCAAACCGGICT-3
5- GACTGCGIACGAATTCAA-3
5-TGA GTCCAAACCGGICT-3
5- GACTGCGIACGAATTCGA-3
5- GTTACACCTCTGICACA-3
5-CTTGACTGCCATTCCTA-3
5-ATGGTGTGTATGGACATGATGA-3
5-CCTCAACCTAAGACACCTTCACT-3
53-ATTCGGGICGAACTCCCT-3
3-ACGA GCACTAGAGTAACCCTCTC 3
5- GCCCTCCTCCTCCTCA GCCA-3
5- GCATCCTTTTTTTGGACATAACCAC 3
5-CATGGAAGAGGATCAAGIGC-3
3-CTTGAA GGIA GTGCCAAA -3

2
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Fig.4 UPGMA dendrogram of 47 peach breeds on the basis o SRAP/ SSR markers
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