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Uniformity of chloroplast DNA in white sapote (Casimiroa edulis La Llave & Lex.)
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Summary

Cleaved amplified polymorphic sequence (CAPS) analysis of chloroplast (cp) DNA in 31 cultivars of
white sapote (Casimiroa edulis La Llave & Lex.) was conducted. There were no polymorphisms of
cpDNA in any of the 45 cross combinations derived from five primer pairs (rbcL-ORF106, trnK2-trnQr,
trnH-trnK, trnD-trnT and trnV-rbcl) and nine restriction endonucleases (BamHI, Dral, EcoRI, Haelll,
Hhal, Hind111, Hinf1, Kpnl and Pst1). These findings indicated the uniformity of cpDNA in white sapote.

Key Words: CAPS, chloroplast, DNA, white sapote
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Table 1. White sapote cultivars

Table 2. Pairs of cpDNA primers used in this study.

used in this study. Primer 1

Primer 2 Reference

Cultivar

Cate

Charles Early
Chestnut
Cuccio
Edgehill

trnH(5’-ACGGGAATTGAACCCGCGCA-3’)
trnD(5’-ACCAATTGAACTACAATCCC-3’)
trnV(5’-CGAACCGTAGACCTTCTCGG-3’)

rbeL(5-ATGTCACCACAAACAGAAACTAAAGCAAGT-3’) ORF106(5’-ACTACAGATCTCATACTACCCC-3")  Arnold et al. 1991”
rnK2(5’-TAAAAGCCGAGTACTCTACCGTTG-3")

1mQr(5-CTATTCGGAGGTTCGAATCCTTCC-3")  Dumokin-Lapegue et al. 1997"
trnK(5’-CCGACTAGTTCCGGGTTCGA-3'
trnT(5’-CTACCACTGAGTTAAAAGGG-3")
rbeLi(5-GCTTTAGTCTCTGTTTGTGG-3")

Denesure et al. 1995°
Denesure et al. 1995°

Dumokin-Lapegue et al. 1997”

Fallbrook
Florida
Fournoy
Golden Globe
Gwin
Lammertz
Lamsey Large
Malibue No. 1
Malibue No. 3
Maltby ¢
Max Golden
McDill
Mexico
Michele

Nies

Ortega

Pike

Rainbow
Rixford

rbcL.-ORF106
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rbcL-ORF106/Pstl

Salad Fig. 1. Fragment pattern of white sapote cultivars amplified with

Selk universal primer rbcL-ORF106, and it digested with Pst1.
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