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Joint Analysis of SRAP AFLP ISSR Molecular Identification
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Abstract: 10 accessions of different germplasms of moso bamboo ( Phyllostachys edulis cv. Epruinosa
Ph. edulis cv. Huamozhu Ph. edulis cv. Heterocycla Ph. edulis cv. Pachyloen Ph. edulis cv. Tubaefor—
mis Ph. edulis cv. Nabeshimana Ph. edulis cv. Gimmet Ph. edulis cv. Flexuosa and 2 accessions of spe—
cial moso genetic resources moso — M moso — Q) and 2 outgroups ( Ph. kwangsiensis Ph. reticulata) are
taken for the study: AFLP ISSR SRAP ( AFLP +SRAP) (ISSR +SRAP) ( AFLP +ISSR) ( AFLP +
ISSR + SRAP)  single — species and multi — joint identifications method are respectively uesd for the genetic
similarity cluster analysis and principal coordinates analysis of genetic distance. Based on the comprehensive
analysis of support and resolution the order of combined identification result is: ( AFLP + ISSR + SRAP) >
( AFLP + SRAP) > ( ISSR + SRAP) > ( AFLP + ISSR) and the result of combined analysis is superior
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to the effect of a single identification. This study indicates that the genetic similarity coefficient range of the 10
bamboos in the test is 0.599 7-0.869 3 the genetic distance 0.203 8-0.676 4 the sequence homology 97.40% —
99.9% the variation rate 0.0 ~2.06% . Tag information shows that Ph. edulis cv. Epruinosaan and Ph.

edulis cv. Pachyloen are of unique germplasm with special genetic basis. In terms of Ph. kwangsiensis the re—
sults show that not only genetic diversity out sequence analysis on Ph. edulis germplasm did not show symp—
toms of overseas groups.
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Tab.1 Materials

Accession No.  Germplasm name Lation Name
. ) ) PY -1 M Phyllostachys edulis
PY -2 ) Phyllostachys edulis
PY -3 Phyllossachys edulis cv. Epruinosa
. PY -4 Phyllostachys edulis cv. Huamozhu
PY -5 Phyllostachys edulis cv. Heterocycla
PY -6 Phyllostachys edulis c¢v. Pachyloen
PY -7 Phyllostachys edulis cv. Tubasformis
( accession) PY -8 Phyllostachy edulis cv. Nabeshimana
=2 PY -9 Phyllostachys edulis cv. Gimmet
1 PY - 10 Phyllostachy edulis cv. Flexuosa
PK Phyllostachys kwangsiensis
1.1 PB Phyllostachys reticulata
(1.
1.2 DNA
CTAB DNA,;
1.0% DNA o
1.3
AFLP
6 .SSR 8 I.SRAP 15 o
1.4 PCR
AFLP AFLP o 194 C 2 min; 1
94 °C 30 s 65 C 30s 72 C 80 s 1C 10 ;
23 :94 C 30s 55 C 30s 72 C 80 s; 72 °C 7 min,

ISSR 20 pL: 1 x buffers Tag 1.5 Uy Mg** 2. 5 mmol /L.
DNA 80 ng.dNTP 0. 15 mmol/L. 0.4 pmol/L. 194 °C 5 min; 94 C 30 s
48 C 45572 C 90 s 40 ;72 C 7 min,

SRAP ° 50 uL :20 ng DNA 2.0 mmol /L Mg’* 175 pmol/L dNTPs 0.2 pmol/L

1.5 U Taqg DNA 5 wL 10 x buffer. Li 3 194 C 5 min;
94 C 1 min 35 C 1 min 72 C 1 min 5 194 C 1 min 50 C 1 min 72 C

1 min 35 172 C 10 min; 4 °C o
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Fig.1 AFLP ISSR dendrogram of gemotypes Fig.2 The three — dimensional coordinate frame of
based on percent agreement similarity AFLP ISSR cluster analysis on gemotypes
1.5
AFLP.ISSR.SRAP 3 0-1 NTSYSpe 2. 10
2
AFLP.ISSR.SRAP 12 o AFLP 6
440 73 303 68.86% ;
ISSR 8 77 9.63 64
83.12%; SRAP 15 214 14.27
177 82.69% . AFLP (68.86%) 7 RAPD 7
(78.28%) ISSR SRAP
2.1 AFLP ISSR ( AFLP +ISSR)
1. 2 AFLP  ISSR 0.75 4 1
~ Q. . ) ~Q. . . . .
;3 ;4 AFLP
ISSR 2
2 AFLP.ISSR ( AFLP + ISSR)
0.8.0.3 AFLP  ( AFLP +ISSR) o
2
Tab.2 The table of consistency index
AFLP ISSR SRAP  AFLP +ISSR AFLP + SRAP ISSR + SRAP AFLP +ISSR + SRAP
AFLP 1
ISSR 0.3 1
SRAP 0.1 0.1 1
AFLP +ISSR 0.8 0.3 0.1 1
AFLP + SRAP 0.1 0.1 0.2 0.1 1
ISSR + SRAP 0.1 0.2 0.5 0.1 0.1 1
AFLP +ISSR + SRAP 0.1 0.1 0.3 0.1 0.5 0.2 1
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