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Abstract: In order to understand the genetic diversity of Hemarthria cultivars, the DNA fingerprints of six
Hemarthia cultivars were constructed by using 8 pairs of EST-SSR primers screened from 86 pairs, and the genetic
diversities among them were analyzed. The results showed that eight pairs of ESR-SSR primers totally amplified
194 bands, in which 161 bands were polymorphic bands, accounting for 83.4%. The polymorphic information
content (PIC) ranged from 0.480 to 0.695, with an average of 0.602. The UPGMA analysis showed that six
cultivars of Hemarthia could be divided into two groups at the similarity coefficient of 0.652, and 6 cultivars
could be completely separated by eight pairs of ESR-SSR primers. Based on electrophoretogram amplified by 3
pairs primers, the standard DNA fingerprinting for 6 Hemarthia cultivars were constructed, and each cultivars had
an unique fingerprint. The average Nei’s genetic diversity and Shannon’s information index were 0.333 and 0.496,
respectively. The similarity coefficient of 6 cultivars of Hemarthia ranged from 0.399 to 0.782. Therefore, it was
suggested that 6 cultivars of Hemarthia had rich genetic diversity and significant differences between species.
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Table 1 Six cultivars of Hemarthria tested

1)), AFLP (Amplified fragment length polymorphism,
PR B 280 . RAPD (Randomly amplified
polymorphic DNA, F#ILY 3% Z &M DNA) /N TLAE
4. EST-SSR (Expressed sequence tags SSR)ZA71E
THRIKFHhR% (Expressed sequence tags) i ] .
HEJPSH, EST-SSR A H T SSR Ml ik . Z 451
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7 R AR o 3y an Aok
RHE TR Ok A S ESEN E, HAR 3 i Rl b BER B
UM R Rl Bl 2RI, 2013 4F 1 H
AR A A Lo R TN B R AR Y
WA A I R IS TR S AE T —80 °C VKA
TRAF o DRI By A B SRR BB A ), i P B
M (B] 358 4% 15 5 — 20, 1S AR e i 1 AR R R
DNA,

%% No. "5 Accession No. H I8 Resource YyFh Species Sl Cultivar
1 PI1299993 Fi4EfE 2+ FC Transvaal, South Africa M H. altissima ‘Redalta’
2 PI299994 R Limpopo, South Africa AR H. altissima ‘Greenalta’
3 PI299995 R824 |- Transvaal, South Africa i R MR H. altissima ‘Bigalta’
4 J7V) %5 Guangyi, Guangxi Jm AR H. compressa ‘)45 ‘Guangyi’
5 VU )IHE% Ya’an, Sichuan S AR H. compressa ‘ML Yaan’
6 K Chongqing Ji AR ¥EEL H. compressa ‘Hi i’ ‘Chonggao’
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Fig.1 Amplification results by part of EST-SSR primer. A: cn142; B: cn186; C: cnl1119.
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Table 2 Sequences of 8 pairs of primer

519 ¥ B 5 Number  ZASPEAF Number of  ZZ5MEH 708 % of - Z2ME(F R 5 it Polymorphic
Primer Sequence (5" ~ 3") of total bands polymorphic bands polymorphic bands information content
cnl42  F: ACCTGTGCGGCGATGAAT 23 19 82.6 0.581
R: CAGGAGCAGGAGAACGTGAA
cnl47  F: GTTGGTCTGCTGCTCACTCG 31 29 93.5 0.695
R: CCGACGATGTTGAAGGAGAG
cnl53  F: GACTCGCACGATTTCTCCTC 22 15 68.2 0.480
R: GCCAGACAACCAATTCAGGT
cnl86  F: CACGAGTGCAGAGCTAGACG 20 15 75.0 0.538
R: ACAACAACCCGACTGCTACC
cnl100  F: GGCTCGAGCTTAAAACCCTA 26 21 80.8 0.559
R: CTCCATCCATTCTTGCCATCT
cnll01  F: CAACAACGTCAACGCCTTC 22 19 86.4 0.614
R: GCGTCTTGAACCTCTTGTCC
cnll19  F: CGTCGTCCTCTGCTGTGAG 18 16 88.9 0.690
R: AGGTCGTCCATCTGCTGCT
cnll158  F: CTCATCCCACCACCACCAC 31 27 87.1 0.660
R: CCCTGAAGAA GTCGAACACG
KR Total 193 161
“F-#4 Average 24.1 20.1 83.4 0.602
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P 2 FE TR EST-SSR 5| ¥4 B Y F IR 6 iR SC AR fREld . A: 514 en142; B: 1% en186; C: 51#) enl119,
Fig. 2 EST-SSR fingerprinting for 6 cultivars of Hemarthria by part of primer pairs. A: cn142; B: cn186; C: cnl119.
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Fig. 3 UPGMA phylogenetic map of 6 cultivars of Hemarthria
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