BEREMKZER 2021 £5 46 B 9 5 ( Journal of Chongging Medical University 2021.Vol.46 No.9 ) — 1003 —

AR (3734

DOI:10.13406/j.cnki.cyxb.002888

TERNB o, ERERAYWEE —ERWENRER BFLESF OB YER¥R, +E
EfthamENBERr2 450Kk REZ ENEcKk, - mAeEMFHEELEBH, FEH
SGHFREMEFBHINEH, LEABRALR, BSRFNERLE N 4 LEFAT LR
BLPEEf2HEZNBE2 2 ECESFRARBEELEAEZR , FERARAFE L
ERe¥5HE, JAHEERIREZSHENER DB ELS LR ETHE HXELFR(WERF)
WA, EHIBFE IR BXEAFLET I H,863 HE 1 F, PEAEXAZRFEEFXE A
MEESEFAEELRERAMER AR FES 8T, URBIEHAE NEJM,Lancet £ 7% £
AFSCIW X335 8,28 &KE %W AT 74 4, Web of Science f, 5| %k £ 7 908 & , 2 & & &
8] 692 WK, Altmetric ¥4 % 8 H 5 1 547 4, 3 F1000 Y5k 3 B K E R Aok 7 — 48 1 T, e
EFAHE 4L 1R, ERTHAEHAS SR 1R, EATHREAS 4L 2T, 2BAEERENTEEFTEL 1T, KE N
BeREFRAME, WIFNE BB K4 E(2018) Fn A o B A (2018)F E A", HAK L F T I, BB KR A
2000 7 TG, EFFEEFERE £E FDA F 4598, R BEHENFEEFA SR 2016 FE(FEEFARLLBENRE) FEH
e 2019¢F 3 L R A &) Fr 7 TE PR AE E .

Wit i 70 AL 5 AR R B — i - - BILR B

X ZA& L EEFE S M
(1. FERERRZMHE AN ER 2N R, B 402160
2. FWIRERMRF MBS —E R F R DR TIREME IR i2IA H S 5L % K 400016)

(# Z IARLE (major depressive disorder, MDD ) el 20 A JSAa R BN Mg, ORI 1O BFSE /R il T B
ZALE MDD it b BT AT ME A . ARIYEALEN G MDD A28 M3t 2L 51 MDD 099 1) G S i A= 490
B A ZE AL A MDD BIA-Ii o THLHRITRE T R IWFE , A SO IR & BT AT ek A — 255

[ SRR [IARAE ; i i =40 s J— ikt
[(FESZES]RT49.4

[ TEkFRERG A [ ¥e#5 BHA)2021-06-11

Study of gut microbiota dysbiosis induced depression and the underlying
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[Abstract]Major depressive disorder(MDD) is a major mental disease which seriously affects human health. Increasing researches

have shown that dysbiosis of gut microbiota plays an important role in the pathogenesis of MDD. We have carried out a series of
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researches to uncover the dysbiosis of gut microbiota in MDD
and identify the key gut microflora that cause MDD, as well as
the underlying molecular mechanisms. The present manuscript
summarizes the research findings of our research group.
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