TR A SR IR Dec. 20, 2020, 47(12): 4072—4082

Microbiology China DOI: 10.13344/j.microbiol.china.191079

tongbao@im.ac.cn
http://journals.im.ac.cn/wswxtbcn

MEMEEERERSERBRAEETEEER LN
TR

AR ENE EXER WAEY HDRY REY S BEY £
R

B AR SEOREBE B SE AT 830052

1

2 FrEmAO BB E N IS B BEARSE 830091
3 FTERFPIRMERUEY) IR E OB B EAST 830091
4
5

BriEAO R A B T AR SR TR AT B 28 ARSE 830091
TR R R BT A H ARHE 0 BrEE FERE 841000
6 A ARAFRPTICLRINAO AT S 080 % Hrsm D8 K5F 830091

 ZE:AFTIASREEERT EMFARALNIET T T, UL LG L. EEDGET A
ARBANER, EXTRNAFTALCZEMLEEZ ARG TN ESETRE. [AN]IARTRALET
VAR AR ARAR L R R RARRAE R A A T A X FE SRR ERANE. [FE] KA
MiSeq i &4 F= TaqMan 484t 5 B 5% K2 & PCR R, 37584758 F £ Rk, MERATHK R
AFPARRAADASROAETHRT T oM. (BRI AATHEHBERFRF TR LT B
AR T AR R RATAR A 9B R LAk, ETRRIAT 8, B ETER. REMSKALETE
HEEZARGMERY REATFEOLY, THAFRIME. ARRRE, HBEXZRBHRNES
HHEFELBUERS, HAARABBE, REAHBUE, HEMKIZHBRERS, ABA
Z, BRIk, [ ] B ETZRBHKR. REBRKRALTHR S ARRGET HARRE ZH 5 4A
BRRXER, BRTNALRE, TAHEEARREAXEL L.

KEIR: MASTH, ARBLZER, LT, CRLFHLMNE, =0 LA

Foundation items: National Natural Science Foundation of China (41471220, 31860024); Natural Science Foundation of
Xinjiang Uygur Autonomous Region (2018D01A44); National Key Research and Development Program
of China (2017YFD0200600)

*Corresponding author: E-mail: syw1973@126.com
Received: 24-12-2019; Accepted: 09-06-2020; Published online: 15-09-2020

BEWB: FHEKARRFAEG(41471220, 31860024); HrildEH /R FIAX AARRIEILS(2018D01A44); W bl &
11-41(2017YFD0200600)
*BIE1E%: E-mail: sywl973@126.com
Yis BEA: 2019-12-24; 3Z=Z HEA: 2020-06-09; MKEAZHHE: 2020-09-15



XUPEAE: TR 16 50 22 MR R SRR R DA 2B 7t R i S LI s AR R 4073

Quantitative analysis of endophytic archaea and its
spatiotemporal variation in verticillium wilt and healthy cotton
plants from Xinjiang
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Abstract: [Background] At present, verticillium wilt of cotton seriously hinders the stable and high yield
of cotton and hinders the development of cotton industry. Endophytic bacteria have great potential in
biological control, but the variation of endophytic archaea in verticillium wilt of cotton is rarely reported.
[Objective]| In order to provide theoretical support for the following studies, the quantitative changes of
endophytic archaea in cotton plants with verticillium wilt and healthy plants in different growth periods
and different planting areas were studied. [Methods] Using MiSeq high-throughput sequencing and
TagMan probe real-time fluorescence quantitative PCR technology, the endophytic archaea of verticillium
wilt and healthy strains in Xinjiang cotton were quantitatively analyzed at different growth stages and in
different typical ecological regions. [Results] The community composition of endophytic archaca was
similar to that of verticillium wilt and healthy cotton plants at different sampling sites and different growth
stages in Xinjiang. At different growth stages, the number of endophytic archaea in verticillium wilt and
healthy cotton plants in Xinjiang increased first, then decreased, then tended to be flat, and reached the
highest value in bud stage. In different regions, the number of endophytic archaea of verticillium wilt
cotton in Xinjiang was the highest in the northern region, followed by the eastern region and the southern
region. Health plant is the highest in the southern region, followed by the eastern region, the lowest in the
northern region. [Conclusion] The quantity of endophytic archaea in cotton plants with verticillium wilt
and healthy plants in Xinjiang was significantly different in different growth periods and different spaces,
and the overall variation trend was significant.

Keywords: Endophytic archaea, Xinjiang verticillium wilt cotton, Quantitative, The changing rules of
different growth stages, Different spatial variation laws
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