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Actinobacteria @& 1 > OUT, ZPEEMLEEB (FEHE)
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58147 5Y Ffh 900" M FHA AN E WIFAHE
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Fig. 1 Rarefaction curve of the endophytic bacterial

16S rDNA clone library of rice seed
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Table 1 Distribution of 16S rDNA clones detected from endophytes of * Shenliangyou 5814”

OUT R %E =R

g/

b33 . R % HE BHH/% NCBI %48 F ob 45401 B2 5 % £ B % BRS
proteobacteria 14 Pantoec F94 149 81.87  Pantoea agglomerans DSM 3439 ( AJ233423) 99.72  KT012535
F88 4 2.20  Pantoea brenneri LMG 5343 ( AJ233423) 99.59 KT012537
F26 3 1.65 Pantoea conspicua LMG 24534 (EU216737) 100 KT012539
F12 3 1.65  Pantoea stewartii subsp. stewartii LMG 2715 (Z96080) 99.59 KT012540
F3 1 0.56 Pantoea ananatis LMG 2665 (JMJJ01000010) 99.59 KT012544
F81 1 0.56 Pantoea deleyi LMG 24200 ( EF688011) 100 KT012548
Flavobacterium F97 6 3.30 Flavobacterium acidificum LMG 8364 ( JX986956 ) 99.72 KT012536
Methylobacterium  F38 5 2.75 Methylob tum fuji se DSM 5686 ( AB175634) 99.72 KT012538
F9 1 0.56  Methylobacterium tarhaniae N4211 (JQ864432) 98.07 KT012543
Stenotrophomonas F136 2 1.10  Stenotrophomonas maltophilia MTCC 434 (JALV0100003) 99.59 KT012541
Xanthomonas F130 2 1.10 Xanthomonas sacchari LMG 471 (Y10766) 99.73  KT012542
Pseudomonas F39 1 0.56  Pseudomonas hibiscicola ATCC 19867 ( AB021405) 99.86 KT012545
Aureimonas F84 1 0.56  Aureimonas ureilytica 5715S8-12 (DQ883810) 98.98  KTO12547
Actinobacteria 1 Microbacterium  F115 1 0.56  Microbacterium foliorum DSM 12966 ( AJ249780) 99.86 KT012546
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Table 2 Distribution of 16S rDNA clones detected from endophytes of “Y Liangyou 900"
& TR FMLLBE/  GenBank
Ki¥ ouT ¥ 8 R _— RENE EaH % NCBI 358 Fe e AEHUURE B i B B % .
proteobacteria 14 Pantoea N2 131 T.78 Pantoea agglomerans DSM 3439 (AJ233423) .72 KT012520
N&4 4 22 Pantoea brenneri LMG 5343 (AJ233423) 100 KT01252%6
N57 2 L1 Pantoea ananatis LMG 2665 (JMJJ01000010) 100 KT012528
Xanthomonas N 11 611 Xanthomonas sacchari LMG 471 (Y10766) 9.5 KT012521
Pseudomonas N6l 8 4.4 Pseud oryzihabi 1AM 1568 (AM262973) 100 KTo12522
NI20 5 278 Pseudomonas psychrotolerans C36 ( AJSTS816) 00 KIoIs®
Flavobacterium N33 5 278 Flavobacterium acidificum IMG 8364 (JX986956) 9.86 KT012523
Aureimonas N93 4 22 Aureimonas ureilytica 57155-12 ( DQ883810) RB.83 KTO012525
Rhizobium N58 3 1.67 Rhizobium larrymoorei ATCC 51759 (JADWO1000071) 9. 86 KT012527
Sphingomonas NT7 2 111 Sphingomonas sanguinis IFO 13937 (D13726) 100 KT01259
Oligoflexus N157 2 L1 Oligoflexus tunistensis Shr3 ( AB540021) 9.3 KT012530
Methylobacterium ~ N31 1 0.5 Methylobacterium aquaticum GR16 ( AJ635303) 97.86 KT012532
Massilia NIl 1 0.5 Massilia luteal0l (AY966001) 93.21 KT012534
Actinobacteria 1 Microbacterium  NI0 1 0.56 Microbacterium testaceun DSM 20166 (X77445) 9.73 KT012533

£3 EERTABBMTREABER
BEHFEFESHLE
Table 3 Comparison of dominant genera from

two seed samples of super hybrid rice

REE “ B F R 58147 “Y ik 900"
B ] Pantoea(89.44% ) Pantoea(76. 11% )
BoHPHE Flavobacterium(3.30% ) Pseudomonas(7.22% )

EokPE  Methylobacterium(3.30% ) Xanthomonas(6.11% )
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Diversity of endophytic bacterial communities in seeds of

super hybrid rice ( Oryza sativa L. )
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ABSTRACT The community diversities of endophytic bacteria in seeds of two types of super hybrid rice ( “Shenlia-

ngyou 5814” and “Y Liangyou 900” ) were studied through culture-independent method of the 16S rDNA clone librar-

y technique. Experimental result showed that the endophytic bacterial communities in “5814” included 13 OTUs, and

the abundance of the first dominant bacterium Pantoea was 89.44% , the second and third dominant bacterium was

Flavobacteriu and Methylobacterium. The endophytic bacterial communities in “900” included 13 OTUs, and the a-

bundance of the first dominant bacterium Pantoea was 76.11% , the second and third dominant bacterium was Pseud-

omonas and Xanthomonas. From this study, we found that Pantoea was the dominant genera in hybrid rice seeds, and

the endophytic bacterial community structure had certain relevance to the seeds of hybrid rice which had been geneti-

cally related.
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