W) 18 A5 0 IR AR 4 2013 ,14(2) :339-341

Journal of Plant Genetic Resources

T AT P R E

PR, X Fk, FEREEFF, L OFLH

5, % 87

(I el K A B SR % B, 1D 410128)

WE . 2 = (Miscanthus floridulus) /& F & & #F ( Poaceae ) 3 & ( Miscanthus Andersson) ,#ik A 2 —F F X H HE K 4
MR R A o ABT R VAKAS B AW (Oryza sativa L. var. Nipponbare) 4 W47, R A X @eNMNZ 6 K 8 FERE K8
AWELRBABAKRD, BRARARZT LW EHERMARANFH Y 2596.59 Mb, B 2 C DNA 42 24 5.31 pg( A 1 pg=978 Mb

I
KER AR BEAGERAR D ZF ;K48

Estimation of Genome Size of Miscanthus floridulus
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Abstract ; Miscanthus floridulus is a species of the Miscanthus Andersson genus,which has received worldwide

attention as the most potential bioenergy plant. In this study,the genome size of M. floridulus from various regions of

China was determined by flow cytometry using rice ( Oryza sativa L. var. Nipponbare ) as an internal standard. The av-
erage genome size of M. floridulus was about 2596. 59 Mb, namely 2 C DNA =5.31 pg(1 pg =978 Mb).
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Fig.1 The C-value measurement of rice sample

( Oryza sativa L. var. Nipponbare)
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Fig.2 The C-value measurement of M. floridulus sample
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Fig.3 The C-value measurement of the mixed samples of

M. floridulus and rice( Oryza sativa L. var. Nipponbare)
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Table 1 Result of the 2C values for the M. floridulus

55 A 2C DNA % it (pg) YN T4 HREH(%)
Code Collection areas 2C Nuclear DNA content( means * sd) LSD grouping Average value( means * sd) Ccv

1 1 M 5.450 +0. 007 a

2 WL ar 5.440 0. 040 a

3 VLT &k 5.420 +0.050 a 5.310 0. 140 2.7

4 JUARHE 5.210 £0. 070 b

5 YL 2 s 5.160 +£0. 040 b

6 A K % 5.150 +0.010 b

LSD: die /N 3 25 57 s AN A PR R OR 22 57 35 (P <0.05) ;CV:2C DNA & 5748 57 R

LSD: Least significant difference. The different letters indicate significant difference( P <0.05). CV:Coefficient of variation of 2C Nuclear DNA content
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