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Abstract: High resolution melting analysis (HRM? is capable of detecting changes in melting temperature (Tm) of double b AR
strand DNA sequences caused by single nucleotide changes, and is suitable to genotype genetic samples using known
single nucleotide polymorphic sites (SNPs) . Citrus reticulata ESTs from NCBI EST database were searched for SNPs, and 5 (FSUNS
SNPs were selected to genotype 11 mandarin and 1 sweet orange cultivars using HRM genotyping of small amplicons. The bz
results showed that, at a givenSNP site, a heterozygous genotype could be easily and clearly distinguished from a .
homozygous genotype by HRM, and 2 different homozygous genotypes could also be easily identified when temperature b
was calibrated. All 5 SNPs were found polymorphic in analyzed citrus samples, with an average polymorphic information 821 4
content (PIC) value of 0.3190, indicating that these samples are highly heterozygous at these SNP sites. b B

R

Keywords: mandarin, high resolution melting, single nucleotide polymorphism, genotyping

A3
S, M, RAMPAE SE BTG TR IR L A PRI 0 W IR A A U [T] B 2244, 2012,V39(4): 777-782

WU Bo, YANG Run-Ting, ZHU Shi-Ping etc .Genotyping Single Nucleotide Polymorphisms in Mandarin Cultivars Using High Resolution Melting Analysis[J] ACTA
HORTICULTURAE SINICA, 2012,V39(4): 777-782

BER AL
http://www.ahs.ac.cn//CN/ £ http://www.ahs.ac.cn//CN/Y2012/V39/14/777

[11 JBE 5% R T SURT 2505 4R 38 SO D v 40 W R 5 i i 8 CHRMD 23 M7 L5 PR bR Ad [91. 22437, 2011,38(8): 1601-1606



Copyright 2010 by Fd 224



