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Nine germplasms of Parthenocissus were analyzed for their genome polymorphism by ISSR. A total of
74 bands were amplified by 7 primers of which 95.9% were polymorphic. All materials could be
distinguished by the selected primers with high identification efficiency. The genetic similarity coefficients
of the 9 germplasms varied among germplasms was 0. 30 to 0. 89 with an average of 0.517 computed
with software NTSYSpc2. 10e. Judging from the clustering dendrogram constructed by UPGMA method
an introduced cultivar P. quinquefolia ‘Jiayin 1’ was separated from 8 domestic species. The clustering
dendrogram was constructed by UPGMA method. P. quinquefolia ‘Jiayin 1’ was separated from 8
domestic germplasms and then 8 domestic germplasms were divided into two major groups with different
leaf types. The domestic germplasms were further classified into two groups as also signified by their
different leaf morphologies. In conclusion ISSR analysis could be used for germplasm classification
variety identification and DUS testing in Parthenocissus spp. with reliable accuracy.
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Tab.1 Information of tested Parthenocissus accessions

1 P. tricuspidata
2 ‘ 1’ P. quinquefolia ‘Jiayin 1’ 5
3 ‘ ’ P. henryana ‘Jindai’ 5
4 P. henryana 5
5 ’ P. laetevirens ‘Cuiyu’ 5
6 P. laetevirens 5
e 3
7 P. dalzielii
8 P. semicordata 3
9 P. suberosa
1.2 DNA ; 50 ~100 wL TE DNA.
CTAB N " 0.8% DNA
DNA o 0.5¢ Thermo NANODROP 2000
2 1.5 mL DNA
( 0.25g): 600 uL CTAB 20 ng/ple
( 2%PVP) .20 mL B- 65°C 60 1.3 DNA
min 2~3 — 25 pL 2.5 nL 10 x
( 24:1) 12 000 r/min 10 min PCR buffer(  Mg’*) 0.5 wL dNTPs( 0.2 mmol/L)
- . 0.5 wL Tag DNA 2 ul DNA( 40 ng)
4/5 (400 wL) ~20C 0.5 pmol/L .
10 min: 70% ( UBC) ISSR . ISSRPCR
; 500 wL TE DNA RNase vANTP.Taq DNA Marker( DGL 2000)
20 pg/mL 37 C 30 min; .
1/10 3 mol/L NaAc -20 C PCR 195 C 5 min 95 C

; 70% 2 30 s 50 ~52 C 45 s 72 C 2 min
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Fig. 1 ISSR-PCR amplification patterns of 9 Parthenocissus germplasms
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Tab.2 Sequence and amplification results of ISSR primers ( )
o (0.5152) . 0.55 2
813 (CT) T 10 10 100 2 o
814 (CT) 4A 10 9 90.0 . . .
815 (CT) 4G 13 13 100
824 (TC) 4G 6 6 100 (0.8889)
825 (AC) 4T 17 16 94. 1 (0.5333),
829 (TG) C 12 12 100 0.55 3
866 (CTC) 4 6 5 83.3
2.2 S
9 0.30 ~ A B
0. 89 0.517, i
(0.888 9) =oHibM
¢ 1 P ( ) FEm R R
(0.3019) . L 2:::
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Fig.2 UPGMA cluster diagram of 9 germplasms
) ‘ " ( of Parthenocissus based on ISSR
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