AR FLFE 2021,46(1) : 62-67
Journal of Northeast Agricultural Sciences DOI: 10.16423/j.cnki.1003-8701.2021.01.015

nirSTAnirK A R L A EE/KTEBRBP 5%

RS, A KM WLAER LA B ARELS
(1 RWIBERr 5 A ARk e BT 65021452, v EBHEBE WIS B 50 57, AT 65022353, 25 jE 48 A T 4% G 4 Ml
TR PO, B 65021454, A S AW TRV PO, B 650214)

B E N T S nirk 5 RS Ak 40 T 78 K R AR 10 4 A, MiSeqf)ﬂ“ﬁ?qZ/ﬁ',XﬂL/kfg*ﬁ%ﬁﬂlﬂ nirSH nirK JZ 446 2
FE RHEAT 3l S O XA T AT AE W E B T, 48 7R ninS R nieK R SORS £6 40 TR AR KRG AR T A A ARAE . 25 R
P nirK Y SRS AL A0 TR A AN 28 T B RS T nieS T AR RN S50 A0 B 3 S BE AR T ninS Y o nirS F nirK T S AH Ak 240 TR SR
BF30115912H 2608 . 7EITKY, I E T2 nirS M nick 2 SRS AL A0 B 09 LRI 3T o AR, o728 I B AR 2 nirS
H nirK TR AL A0 B B L R L3549 . 78 H K, 20858 B2 ninS TSR AL A B B D0 35 B 5 MR8 T S ik Y SR A6 40 T
MR E . FEJE KT, TSR B8 S ninS LR RS AL AN T A AR 388 5 I B R 20 B R B 12 A MR TR U I ik 2 i Ak 20
RS E o nirS R nirK 58520 £0 48 TR A6 7K B8 AR mY A% 43 A0 4R AR 5 i A %E S Al 39 B0 45 1) ) R 5 45 SR A — 350 [ RUIR
T A5 S A R BEAN R AUAFAE T ninS T SRS AR AN T R 5 PR 48 17 R S BEAN B AUAF A6 T nieK T RS AL A0 B8 P, S B0 0H A
S

KRR : nirS; nick; RO AL T 5 KRG 5 AR

FESHES:S511 XERFRIRAG A X EHE:2096-5877(2021)01-0062-06

Distribution of nirS and nirK Denitrifying Bacteria in Rice Roots
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Abstract: In order to understand the distribution of nirS and nirK denitrifying bacteria in rice roots. High—through-
put sequencing of nirS and nirK denitrification functional genes in rice roots was carried out by using MiSeq se-
quencing platform. Bioinformatics analysis was carried out to reveal the distribution characteristics of nirS and nirk
denitrifying bacteria in rice roots. The results showed that although the species richness of nirK—type denitrifying
bacteria was higher than that of nirS—type denitrifying bacteria, the species distribution uniformity of nirK—type de-
nitrifying bacteria was lower than that of nirS—type denitrifying bacteria. nirS and nirK denitrifying bacteria belong
to 26 genera, 12 orders and 3 phyla, 5 classes. At the phylum level, proteobacteria is the common predominant phy-
lum of nirS and nirK denitrifying bacteria. At the class level, alphaproteobacteria is the common dominant class of
nirS and nirK denitrifying bacteria. Rhizobium is the dominant order of nirS denitrifying bacteria and Rhizobium is
the dominant order of nirK denitrifying bacteria. At genus level, magnetospirillum is the dominant genus of nirS—
type denitrifying bacteria, while bosea, rhodopseudomonas, bradyrhizobium are the dominant genus of nirK—type de-
nitrifying bacteria. The distribution characteristics of nirS and nirK denitrifying bacteria in rice roots ars consistent
with the results of similar studies in other geographical environments. Five groups of bacteria such as Azospira exist-
ed only in nirS denitrifying bacteria, and 17 groups of bacteria such as Bosea existed only in nirK denitrifying bacte-

ria, showing a special distribution.
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