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x1 BERLELRER

- TRYTHIT RITIEA Pl
(n=32) (n=32)

EE (%) 59.19 £10.29 - -
R (Hr40) 7/25 - -
BMI (kg/m?) 22.41 £3.90 - -
ESR (mm/h) 65 (21 ~136) 44 (8 ~88) 0.0105
CRP (mg/L) 12.82 (7.50 ~22.80)  5.21 (1.20 ~12.6) <0.000 1
RF (IU/ml)  107.75 (21.80 ~227.20) 72.78 (8.30 ~182.30) 0.0159
Fi-ccp 269. 18 (58.45 ~500) - -
PLT ( x10°/L) 262.59 +92.45 235.75+85.48  0.2397
DAS28-ESR (/}) 5.35+0.96 4.48 £1.15 0.001 8
TEN-28 (1) 10 (8 ~16) 8 (2~16) 0.000 2
SW-28 (1) 4(2~9) 2(0~7) 0.000 2
SR () 102.09 +53. 64 - -

BMI. 4 245 41 ; ESR : 21 40 MLYTIE % ; CRP . C- [ B2 15 RE: 5 XU IR
F 5 L-COP HUFRRE MR IRIL A ; PLT 1L/ ; DAS28-ESR ;28 /X (B 1
SHEEITA); TEN-28 :28 A F G 1540 SW-28 28 ik S 15 4

JTHTA (A 4) JMIRITJE4d (B 4l) ., WERHZEA
B s — RISMEAEA B A UFEAR, TRA T[T ] I
S T R R NRR YT 1 AT (10 d) S5 WUk
SREFEREAS B) B 4R
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EEAJPRIBOI I S AR FEAEAREAS v (B3 0 o T JC 4 b
IFE TR BRI, BAFEARFRIO0.2 g 03 T2 ml
oW EP & FIRFEALE T - 80°C kA, R
HALINZH DNA f UL & (JE50 TIANGEN 22 7],
DP328) HEEUCR L L] DNA JH FH B b e kA
FEHZH DNA #9461, Nanodrop #E i Ji HiUE 2 46
WG B IE T HE DNA FEA TR0 T FITCH K
k2 1 ng/ml FHAERMR , fi H Takara Ex TAq (H
A Takara A H]) R ECEEFIZNH 16S rRNA #5742 X
V3-V4 5% (338F: 5'-ACTCCTACGGGAGGCAGCA-
3’, 806R: 5'-GGACTACHVGGGTWTCTAAT-3") i
7 PCR 3%, PCR 7“4 fdi FH L DR AN , 4620 55 £l 1)
wExkaifl, sifb 5 1E A % PCR ik, I if 17T — %
PCR 434, I FF- YA FH f vk R i, AGr 0 S 15 11 2k
alife, BEJSIEATSCPE & SO BTG J2 Qubit 5E it
FIF Nlumina Hiseq 2500 =5 38 75 6 %46 0 &
B SCPEREAS AT 16S TRNA MUF 4047
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R
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FEAHY Z AR 3 M R S WA AR N E IR 1 6t
JEMZREE, PrRh 4 5 R 2 EEOE T o 24
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RFR, AFFRA o ZHEIEEOTE X
A B MG AT o ZREVE T, A TR TR AL
K F Wilcoxon rank sum test 3247 o ZFEEFEEZE R
3T
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UniFra 15 %5 B 73 5] 2547 AF B2 4 22 48 ) 0 i
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PR,
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W e
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Chaol 1222.0654 1434.9161 >0.05

Observed_species 922.4012 1069.0214 >0.05

Shannon 6.773 1 6.7739  >0.05

simpson 0.971 8 0.9721 >0.05
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AR ERE N> (P <0.05) , M E AT FE ( Pasteu-
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Changes of gut microbiota before and after treatment of technetium

[* Tc] methylenediphosphonate injection in rheumatoid arthritis
Chen Changming, Huang Zhaowei, Zeng Ping, Yao Xueming, Liu Can, Wang Ying, Ma Wukai
(Dept of Rheumatology and Immunology, The Second Affiliated Hospital of Guizhou University
of Traditional Chinese Medicine ,Guiyang 550001 )

Abstract  Objective  To investigate the changes of intestinal flora in patients with rheumatoid arthritis (RA)
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IR P300 55 EMT AHOGE Y 8k Bl AR & 5

A i R o
WE B W R (SS) A 4 1 S kS
Rl P300 K | fz i) M54 4k (EMT) #H 564> T (0 2235, 381
P300 7E SS WAH/ME K EMT H B4R FH Rl R 7 L, o3&

W4E 40 5] SS A IR LA 32 F RT-PCR J7 754 SS
B SYT-SSX gl FE R A ; S 40 AL A& P300 B EMT #H 56
Iy THIFIk, ER D 40 i SS H[ XU R JIE A 98 ( BSS)
30 {3l , BAAF 7R ¥ FE PR 9% ( MFSS) 10 ] 1,37 il 4£7E SYT-SSX
Bl LR (f245 SYT-SSX1 . SYT-SSX2) , H:t BSS 4 90%
(27/30) ( SYT-SSX1 66.7% , SYT-SSX2 33.3% ) ; MFSS H

T HROW M R 0T PR 5 oF

FKAVE@AFEF LR ZER THEITFE L, @ 95% (38/
40) 1y SS a5l = 15 P00, L35 93.3% (28/30) [ BSS LI K&
100% (10/10) B MFSS, P300 )ik 5 SS 4 4122 R ) 22
SRGHER L, @ P300 5SS H I ARG BB 58] i 24
SHGEAT 2% B X H COX B A B MR % (P =
0.019) 1 TNM 4381 (1T ~ IV) (P =0.003) J2& % sk A= 1%
a7 FE R 2R, @ BSS Hr P300 BHPE R 4 5 EMT
KA B-catenin MRIEZERAHI¥E L (P =0.027);
MESS " P300 A% 515 EMT AH562 1 Slug BIRBEF

100% (10/10) (SYT-SSX1 80% ,SYT-SSX2 20% ) ,SS 4412 FHE (P =0.048) ,#2/R P300 5 EMT V)%, &
i P300 ATRES 5 SS MXUAH ST fE, P300 FIREZ 5 SS 1Y)
EMT i 2, #2758 P300 7€ SS IR F B A T —a B,
SE4EIA TR VIR P300; SYT-SSX; |- Bz ] - #e Ak, e 4
LUk

RESES R738.5

2021 —12 - 02 $#

BT A . ER E AR A (55 81860471 ) 5 A ] T = [ bk
FeAVEHERETTRI (405 . GIHZ201710) 5 BE # Bl B b
LR 35 RT3 A BT Al 45 9 4 30 9% 42 %% Bl (2020-

PT330-003) N
Redd A XEHS 1000 - 1492(2022)02 —0315 -06
YRR BAAL Y AT R I o g 9 B R /56 — B I B= B i 3R, A o] X RkbRE RS ( )
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before and after treatment with technetium[ * Tc ] methylenediphosphonate injection (*Tc-MDP). Methods —Thir-
ty-two patients with RA were collected the fresh fecal specimens before and after they treated with *Tc-MDP. The
genome DNA of fecal specimens was extracted and the V3-V4 regions of 16S rRNA were sequenced by Hlumina
The Chao, ob-

served species, Shannon and Simpson index between the two groups in Alpha diversity analysis had no statistical

Miseq platform. The sequencing results were analyzed by bioinformatics methodology. Results

difference (P >0.05), but the value in post-treatment group were increased compared with the pre-treatment
group. Compared with the pre-treatment of RA, there was no statistical difference in the higher proportion relative
abundance on Phylum level of the intestinal microbes of RA patients, and the relative abundance of Tenericutes de-
creased (P <0.05). At the genus level, the relative abundance of Ruminococcaceae, Butyricicoccus, Chris-
tensenellaceae_R-7 _group, Holdemania decreased after treatment (P <0.05). And the relative abundances of
Pasteurella, Lachnoanaerobaculum and Stomatobaculum increased (P <0.05). Conclusion The abundance and
species of gut microbiota in RA patients have some changes after treatment with 99Tc-MDP, and the diversity in-
creases after treatment.
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