HhE e 2011, 27 (5522119 H) 156-161 DOI: ISSN: 1000-6850 CN: 11-1984/S

AMH | FHSE | TR | mei R
W Z—m R
7O b He X R S R AR 2 I SRAP S BT

ExE kw23 Ee st Tems
1. M ReE

2. AR

3.

A, L PR HUA T RERE T

5. rh E RN RRE B RS ST T TR
5.

[ATENAT] KM

HEFHRAALE MR ER: . AR C i BNERE R PRI S R KR, SR SRAP AT TR I T
S AL HLIX 8 LA EH AT BLRI o4 AP E Sh PP 3T A% Z A0 T . R 33X 25 |4 & 3159 51592 43 1Y

W, Hrp A& 3244, THZEMAT IR N 54.7%, TIBHE R 5°80.3723, FREAHL RS
0.6891. MALHLLRBCTHME K/ K BT i 520.8364=EH M it Fl 0.7528>% L IU{%44 M 50.7059> % Ik {514
M %0.6970. FIHIMEGA3.1LE M, FEiBLEE20.2040, TR AHAM R A = K8, g5 BoR, Pk~ XEHE
PERPPRLRAE Z R T . FIFPOPGEN32 R ATt 2 Z A M T2 4L, RIMHA M P IL 5 R 5 4ME SR
BAEIERE W R . AN EERIEES RERY, I~ X AN R E R R, UM

A
SFo

RKEEE: LA

Genetic Diversity Analysis of Sugarbeet From the Northwest Region by SRAP

Abstract:

In the present study,SRAP molecule marker was used to investigate the genetic diversity of 81
sugarbeet varieties from Northwest of China and 9 varieties from foreign in order to provide theoretical
basis for parent selection of sugarbeet breeding,molecular marker-assisted selective breeding,
germplasm resources and so on. 33 of 88 were obtained on basis of availability. A total of
592unambiguous bands were obtained, 3240of which were polymorphic. The average ratio of
polymorphic bands was 54.7%. Compute over-all mean showed that genetic distance was 0.3732,
genetic similarity among varieties was and 0.6891, the genetic similarities within different groups of
genotypes were 0.8364 among monogerm genotypes, 0.7528 among foreign genotypes, 0.7059 among
polygerm tetraploid genotypes, and 0.6970 among polygerm diploid genotypes. The 90 genotypes were
divided into three cluster groups based on cluster analysis by MEGA3.1 (at intercept of 0.2). The
genotypes from Northwest region showed high level of genetic diversity.There are a definite difference
between foreign and native genetic background based on genetic diversity index analysis by
POPGEN32. Northwest materials are mainly high yield and medium Rhizomania resistant type.
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