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Table 1 Orthogonal test design of the PCR reaction system
EiRe Mg ™ ¥ Ji GiEY] Taq DNA R & i} dNTP ¥ B
Number Mg?" concentration/(mmol* ') Primer/(pmol<L1) Taq DNA polymerase/(U+20 L1) dNTP concentration/(mmol+L1)
1 2.00 0. 10 0. 25 0. 20
2 2.00 0. 20 0. 50 0.25
3 2.00 0. 30 0.75 0. 30
4 2.50 0. 10 0. 50 0. 30
5 2.50 0. 20 0.75 0. 20
6 2.50 0. 30 0. 25 0.25
7 3.00 0. 10 0.75 0.25
8 3.00 0. 20 0. 25 0. 30

9 3.00 0. 30

0.50 0. 20
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Table 2 Information of the SRAP primers

bric 4 gl bric 4 J¥ 41 bric 4 gl

Label Sequence Label Sequence Label Sequence

Forward sequence(5'-3")

mel TGAGTCCAAACCGGATA me2 TGAGTCCAAACCGGAGC me3 TGAGTCCAAACCGGAAT
me4 TGAGTCCAAACCGGACC meb TGAGTCCAAACCGGAAG me6 TGAGTCCTTTCCGGTAA
me7 TGAGTCCAAACCGGTAG me8 TGAGTCCAAACCGGAAC me9 TGAGTCCAAACCGGAGT
mel0 TGAGTCCTTTCCGGTCC mell TGAGTCCTTTCCGGTGC mel2 TGAGTCCAAACCGGCAT

- !
Reverse sequence(5'-3")

eml GACTGCGTACGAATTAAT em2 GACTGCGTACGAATTTGC em3 GACTGCGTACGAATTGAC
emd GACTGCGTACGAATTTGA emb GACTGCGTACGAATTAAC em6 GACTGCGTACGAATTGCA
em7 GACTGCGTACGAATTCAA em8 GACTGCGTACGAATTCTG em9 GACTGCGTACGAATTCGA
eml0 GACTGCGTACGAATTCAG emll GACTGCGTACGAATTCCA eml2 GACTGCGTACGAATTATG
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Fig. 1 Phylogenetic tree of 43 pepper accessions

based on morphologies
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fb. Xt PCR ¥ #8245 3 (& 2) i i 2R AR K AT 49
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The same number in Table 1; The primer combination is
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K2 PCRYHERMA
Fig. 2 PCR amplification system optimization
®3 PCRERMERMEZHENSH
Table 3 Orthogonal intuitionistic analysis

of the PCR reaction system

Mg™" ¥ & Tag DNA B4 ANTP W JE
g5 L B -
Mg? " ) Taq DNA dANTP
Result ) Primer
concentration

polymerase concentration

T1 15 8 9 16
T2 17 15 15 15
T3 13 22 21 14
k1 5. 00 2. 67 3.00 5.33
k2 5.67 5. 00 5.00 5.00
k3 4,33 7.33 7.00 4.67
R 1. 34 4.66 4. 00 0. 66
2.3 Sl¥iFiE

KAL) PCR Sz AR 2 0 6 H 28 4> 51 )
Mokl HRAZBENGIY . BPLESE 6 ()
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Fig. 3 Amplification result of primer pair mel-em6

in portion accessions
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Fig. 4 The clustering figure of hot pepper germplasm resources
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Analysis of Morphology and SRAP of
Pepper Germplasm Resources

HE Wei, ZHANG Hui, WANG Ying
(Institute of Horticulture, Heilongjiang Academy of Agricultural Sciences, Harbin 150069, China)

Abstract; In order to explore the genetic diversity and genetic relationship of pepper germplasms, 43 pepper

germplasms were analyzed by morphology and SRAP molecular markers. The results showed that cluster anal-

ysis based on 28 morphological characters of pepper could be clustered into 6 groups at 6 genetic distance coef-

ficients. Among 94 pairs of SRAP primer combinations, the average number of clear bands amplified by each

pair of primers was 8. 34,and the polymorphism ratio was 13. 90%. 28 pairs of primers with rich polymorphism

were selected for SRAP analysis. The similarity coefficient of 43 pepper germplasms ranged from 0. 59 to 0. 96,

and divided into 6 groups at 0. 72 similarity coefficient. SRAP clustering and morphological clustering have high

similarity,both of them can provide some reference for genetic analysis and selection of breeding parents of

pepper.

Keywords: Ca psicum annuum L. ; morphology; SRAP; cluster analysis
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