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Analysis of genetic diversity and relationship of 11 Carthamus tinctorius L. varieties by SRAP
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Abstract: 11 Carthamus tinctorius L. varieties were used to study their genetic diversity and relationship using
SRAP. With 25 SRAP primers,308 bands were amplified ,among them 109 bands (35% ) were polymorphism. The
genetic similarity coefficients ranged from 0. 82 to 0. 934 2 with an average of 0. 87, indicating the existence of ge-

netic diversity among these 11 varieties which were divided into four groups by cluster analysis at the similarity coef-

ficient of 0. 891 4.
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Table 1 Varieties and origins of safflower
#4i*5- No. ShFhZFR Variety name FEHb Origin 4= No. S FR Variety name 7=Hb Origin
1 ZEZ TG Kuchewuci HrEE Xinjiang 2 74 B £1.4F Xichanghonghua Pyl Sichuan
3 I ZL4E Nanjianhonghua Z# Yunnan 4 AIELLAE Ruichenghonghua 11174 Shanxi
5 P42 4148 Xianhonghua B VG Shaanxi 6 E B ICH] Juyewuci IER Shandong
7 PR L1 AE Nanxihonghua PyJi] Sichuan 8 EHF£1 4% Juyehonghua 1lI% Shandong
9 JA % £14E Qidonghonghua VL7 Jiangsu 10 EfpZ 21 4% Yanlinghonghua 7 Henan
11 =4 =" Yunhong 3 2 # Yunnan
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Table 2 Primers screened for genetic diversity analysis of Carthamus tinctorius L.

IMHAE

Primer combination

BlEZis 2l

Primer sequence

Gl iy

Primer combination

5195731

Primer sequence

M17E11

M25E11

M5E12

M7E12

MISE6

M22E6

MI11ES

MI12ES

M19E4

M20E4

MI11E4

M13E4

M14E4

TGA GTCCAAA CCGG TGC
GACTGCGTACG AA TT CAA
TGA GTCCTTT CCGG TGC
GACTGCGTACG AA TT CAA
TGA GTCCAAA CCGG ATA
GACTGCGTACG AA TT CAT
TGA GTCCAAA CCGG ACT
GACTGCGTACG AA TT CAT
TGA GTCCAAA CCGG CAG
GACTGCGTACG AA TT TAG
TGA GTCCAAA CCGG GGT
GACTGCGTACG AA TT TAG
TGA GTCCAAA CCGG AGC
GACTGCGTACG AA TT AGC
TGA GTCCAAA CCGG AGG
GACTGCGTACG AA TT AGC
TGA GTCCAAA CCGG CTA
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG GAC
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG AGC
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG TAG
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG TTG
GACTGCGTACG AA TT ACG

M3E4

M7E4

MI10E4

MI13E3

MI17E3

M21E3

MI12E2

M3E3

M9E3

M17E18

M17E19

MI11E2

TGA GTCCAAA CCGG AAC
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG ACT
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG AGA
GACTGCGTACG AA TT ACG
TGA GTCCAAA CCGG TAG
GACTGCGTACG AA TT ATG
TGA GTCCAAA CCGG TGC
GACTGCGTACG AA TT ATG
TGA GTCCAAA CCGG GTA
GACTGCGTACG AA TT ATG
TGA GTCCAAA CCGG AGG
GACTGCGTACG AA TT AAC
TGA GTCCAAA CCGG AAC
GACTGCGTACG AA TT ATG
TGA GTCCAAA CCGG ACG
GACTGCGTACG AA TT ATG
TGA GTCCAAA CCGG TGC
GACTGCGTACG AA TT CTG
TGA GTCCAAA CCGG TGC
GACTGCGTACG AA TT CCA
TGA GTCCAAA CCGG AGC
GACTGCGTACG AA TT AAC

-
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JE/Note: a,MI7E18; b,MI17E19; ¢,M22E6; d,M7EI1
E1 4¥5[MAEHTBER
Fig.1 Amplified results of 4 primers
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Table 3 Genetic similarity matrix between 11 populations of Carthamus tinctorius L.

000bp

50 bp

£ %k Name/ %5 No. 1 2 3 4 5 6 7 8 9 10 11

JEZE TR Kuchewuci( 1) 1.00

Bi414F Xichanghonghua(2) 0.84 1.00
B 14T 46 Nanjianhonghua(3) 0.89 0.8  1.00
IR AE Ruichenghonghua(4) 0.83 0.89 0.88 1.00
P44241 4 Xianhonghua(5) 0.8 0.82 0.8 0.8 1.00
EHFTCH] Juyewuci(6) 0.85 0.89 0.86 0.88 0.90 1.00
IR L1 4E Nanxihonghua(7) 0.86 0.85 0.89 0.87 0.93 0.92 1.00
E #7417 4E Juyehonghua(8) 0.88 0.82 0.86 0.84 0.91 0.87 0.90 1.00
JA & 414E Qidonghonghua(9) 0.86 0.84 0.92 0.88 0.89 0.87 0.90 0.88 1.00
ERBE 2148 Yanlinghonghua(10) 0.88 0.87 0.89 0.88 0.89 0.88 0.92 0.89 0.90 1.00
4L =" Yunhong 3(11) 0.89 0.85 0.88 0.86 0.88 0.86 0.89 0.89 0.89 0.93 1.00
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Fig.2 Dendrogram of cluster of 11 Carthamus tinctorius L. accessions based on SRAP markers
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