http ://aammt. tmmu. edu. cn Fi ZE 7 B K24k, 2024 ,46(10) 1075

DOI:10. 16016/j. 2097-0927. 202309007

16S #ZHEME RNA RN 7 T4 5 R A0S & 7 B8 Il = BT

* W& ML HEARS, 2 R L AER EAT L AR E om' HEa 400038 Tk, fti 4 7 =
oz (o R R ) 1 T I 2 B SR E 22 e E 2730000 22 M) T 05 B 0 A 465 L Y O I B et 22 P B2
857000 PH L H W I, il 4556 JU T = 5 e fd R A BB

(FZE] HI R LA Z4E (high altitude polycythemia, HAPC) £ IfiL # 1# HE A8 AL 4R
JH HAPC B MUK A OCE . Tk SR AR IBT IWF 58 0T 07 58, LA 2021 4E 78 PY 580 H 8 DU s 22565
R ZBEBE RS R S AR 1) 41 45 HAPC & (HAPC 41) F 41 24 /& I g e A 51 (6 BREH ) Sy #F
FERG o AL i BRI B 16 S 2 0E 1A RNA (165 rRNA) BEPI 1 V3-V4 7] 48 X474
W, e85 HAPC 20 A0 BREH MR PR AF A IR D0 AN 25 570 &5OR 2 AL NGRS R DURE B3 1k AR I 45T
TR = RS S I ) SR B LA 22 g 1 B L (P>0.05) o B2 AR HT 7 , HAPC 4
A S R I VR PR R o- 22 KR Y Simpson $848%[ (0. 931£0. 005) vs( 0. 907+0. 008) , P<0.05] ,Goods Coverage
$EH[ (0.998+0. 001) ws( 0. 9970 001) , P<0. 001) ] 1 Pielou #5%k[ (0. 5970. 011 )us (0. 567+0. 009) ,
P<0.05) ] & m TRRA . 2 i) B AR 22 R A Geit 8 L (P<0.01) o BERFAHXT 322 20 4 B
HAPC £H Il 3% FE KR B 1FT & ( Pelomonas) [ (0. 046+0. 004 ) vs (0. 033+0. 003) ,P<0.05) | .[E A I H B
(Azospirillum) [ (0.046x0. 006)vs(0. 021+0.003) ,P<0.01) | . & J& (Acidovorax ) [ (0. 032+0. 003 ) vs
(0.019+0.002) ,P<0.05) | FAHXT S FE 3 B 3 5 TXTIRAL . FRAEE 4R LEfSe 4347 R , HAPC 245 5k&
WS o B Y, 0 AR SRS BIR R R, 8518 HAPC [ A m IRV R A HE AY L33 T R EAE 2
FEPE RO 2 8 BORR R I 28 05 T & AR W57 A iX A rT i 5 HAPC 1Y & A2 R R D1 G

[RBBIR ] SR LL ALY 2208 s U A 5 Jm

[hEZESZS] RI195.4; R446.119; R555.1 [ CHREREE] A

Characteristics of blood microbiota in high altitude polycythemia patients by 16S
rRNA gene sequencing

HUANG Pei', HUANG He”, XIE Shenwei’, WU Yu', ZHONG Zhifeng' , DONG Huaping', ZHOU Simin', LI Peng',
XIE Jiaxin' 'Department of High Altitude Operational Medicine, Faculty of High Altitude Military Medicine, Army
Medical University ( Third Military Medical University ), Chongqing, 400038; *Department of Neurology, No. 940
Hospital of Joint Logistics Support Force of PLA, Lanzhou, Gansu Province, 730000; ’Department of Health
Management, No. 953 Hospital of PLA Army, Shigatse, Xizang Autonomous Region, 857000, China

[ Abstract | Objective To investigate the changes in blood microbiota in patients with high altitude
polycythemia ( HAPC) and the correlation with the risk of HAPC. Methods A cross-sectional trial was
carried out among 41 HAPC patients (HAPC group) and 41 healthy plateau individuals ( control group) who
took physical examination in the Health Management Department of No. 953 Hospital of PLA Army in 2021.
High-throughput sequencing technology was used to detect the V3-V4 variable region of the 16S ribosomal

[(E€TA] HRA AAREE4S (22JR11IRA008) ; 55 JLIH O B B e P A ( 2022yxky005 ) 5 H T4 TLA: f AT I BHIF I H ( GSWSKY2022-47)
[BIS1E&E]  WHED, E-mail: xiejiaxin1006@ 163. com

Z5 %, E-mail ; lipengtmmu@ 163. com

2097-0927/ Copyright © 2024, FHZEZEEE K (5 =EEKRF) o R IFHORBCCE G CC BY 70 P (https://creativecommons.org/ licenses/by/4.0/)



1076 ili 4575 PR RS2 41, 2024, 46 (10)

http : //aammt. tmmu. edu. cn

RNA (16S rRNA) gene in the blood smaples, and the composition and difference of the blood microbiota were
compared and analyzed between the 2 groups. Results All the participants were male and Han people, and
there were no significant differences in baseline data such as age, body mass index and plateau migration time
between the 2 groups (P>0.05). The a-diversity of blood microbiota in the HAPC group, including the
Simpson index (0. 931+0. 005 vs 0. 907 0. 008, P<0.05), Goods Coverage index (0.998+0. 001 ws
0.997+0.001, P<0.001) and Pielou index (0.597+0. 011 vs 0. 567+0. 009, P<0.05) were significantly
higher than those in the control group. Meanwhile, obvious difference was observed in the B diversity between
the 2 groups (P<0.01). The relative abundance analysis of bacteria showed that Pelomonas (0. 046+0. 004
vs 0.033+0. 003, P<0.05), Azospirillum (0.046+0.006 vs 0.021+0.003, P<0.01), Acidovorax (0.032+
0.003 vs 0.019+0. 002, Azospirillum (0.046+0. 006 vs 0.021+0. 003, P<0.01) and Acidovorax (0.032+
0.003 ws 0.019+0. 002, P<0.05) were statistically higher in the HAPC group than the control group. LEfSe
analysis showed that the characteristic blood microbiota of the HAPC group were «a-Proteobacteria, and those
of control group were Trichospiridae. Conclusion  Significant changes are found in diversity, relative
abundance and characteristic bacteria of the blood microbiota between the HAPC patients and healthy people
at the high altitude, which might be closely associated with the occurrence and development of HAPC.
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