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2% A [E B + 0. 5% AAER ( 1 s R REA R A .
K RATTHTT AR 15 g, BARAI30 g, 744 10 g,
SRR 30 o, B 12 o WG IN 4 12 o, 25 15 g, 451
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0.12 ¢/mLRERAMGES . F£HRH 1R, ESHES
8 JHl,
1.4 REE

KI5 24 b Ja K WK BURICE %2 P 9 R 75 5
BN RARE R 3% (2 0.8 L/min) SHRBEHE
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Sphingomonadaceae ( ¥ JI§ . Jfd 5 #} ) | Verrucomicrobia
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== a: g_Bacteroidales BS11_gut_group_unclassified
== b:f Bacteroidales BS11_gut_group

&= c: g_Paludibacteraceae_unclassified

== d: f_Paludibacteraceae

== exg_Alloprevotella

== fig_Prevotellaceac_UCG_003

= gig_ Prevotellaceac_UCG_004

== h: g_Prevotellaceac_unclassified

& g Rikenellaceae_RC9_gut_group

== j: f_Rikenellaceae
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== I: { Deferribacteraceac
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&= n: ¢_Deferribacteres

&= o: p_Deferribacteres

== pig_Campylobacter
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== rig_Clostridium

== s f_Clostridiaceac

= t: g_Clostridiales_unclassified

&= u: f_Clostridiales_unclassified

== v: g_Lachnospiraceae_XPB1014_group
== w: g_Oscillospiracea_unclassified

== x:g_Bubacterium_coprostanoligencs_group
&= y:g_Ruminococcaceae_UCG_005

== z:g_Ruminococcaceae_UCG_010

== 20:g_Ruminococeus

= al:g_Ruminococeus_l

== a2:¢_Candidatus_Saccharimonas

== a3:f Saccharimonadaceae
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FH 33X — 4B AR 2R D25 0 1 g AL ) 4 AL 1R Y
A, WRoE " I B i P e R A S T RE T g
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—. SONG 21"V & B, 75 1E H 5 0L T, 4 B~ B9
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rucomicrobia ) S 3 T 5 84 Fe , 1 R BE TR ] RN R E 44 ]
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4 RH T B2 A0 T 1, O X AP RICR AT 6 -5 H X i 38 il
PR A O SHELR AR 40 30 RAER I
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A B F B v AR R 45 A VR AERL

ARSI AT A B, 25 2H K B LA AU T S
JEEREATBR R O A TR A, JIF 5 5 4 J0 1l 19 2o A v i 2
T OTUSs £ H s/, B RAN Ty vl LS i iz T8 T 1 1Y
OTUs 2t H . 711K |, Bacteroidetes (AFFE 1T) .
Firmicutes (JEEER [ ]) . Proteobacteria (ZETE & [ ]) . Ver-
rucomicrobia (PERLE]) . Spirochaetes (M2 HEIART]) Hy
R, 525 A A H, BRI ZH H Bacteroidetes
(FAFFEETT) | Verrucomicrobia (HEF R ] ) B TR EH,
Firmicutes (JEBER [ ]) | Spirochaetes (B2 HEA ] ) S FEAL
R SRR A G, H 24520 Bacteroidetes (4L FT 1A
["]) .Firmicutes ( JEEE & []) | Verrucomicrobia ( P& i B
I]) BB FY, Proteobacteria (Z8JE 1] ) | Spirochae-
tes (BRBEART]) B TbE e, TERKF b, 525 A HM
H #8020 /' Muribaculaceae _unclassified , Akkermansia
(BT 58 2 (G ) | Prevotellaceae_UCG — 001 , Ruminococ-
caceae_NK4A214 _group Tt 5 # #, Burkholderia —
Caballeronia — Paraburkholderia , Ruminococcaceae _UCG —
005 AL H SR A, 2541 Muribacu-
laceae_unclassified . Akkermansia ( B 7% 5 [G 7 ) . Prevo-
tellaceae_UCG - 001 , Ruminococcaceae_NK4A214 _group
B , T Burkholderia — Caballeronia — Paraburk-
holderia , Escherichia — Shigella , Treponema_2 . Prevotella_1
TR Xt TRV KO I T A TR AR R
R BT ATy 388 3 75 40 R AP

i Ik KHE R AN Ty % K B 1 R Bate Z R 1ERY
S SE AL R AR A g 3 DR 5 S 1 A P E TR R
i 22 8K, oA SUR A U IR 25 4 8 iy s # vh
HH B S TR AR B AR A 5 T e 24 4 T R R ) 20 A BN
BURL, SRRy G ol DN B R AN T RS
Me) gy T PR ) 20T o 38 B B R ) 22 S o BT 2 R R
B, 7E25 40 Ruminococcus (8 B 3R J& ) . Rikenel-
laceae . Lachnospiraceae ( EAZJiE (£l ) Bacteroidales ( 1
FFE H) Eubacterium ( AT [ J& ) . Prevotellaceae ( % &
RECHEL) | Clostridiales ( B4R ZEHIFT T ) | Patescibacte-
ria . Saccharimonadaceae . Alloprevotella ( ¥ 5 ¥k [K &
J&) Roseburia ( ¥ [CH J8 ) & £ 15, B A4 Palud-
ibacteraceae . Ruminococcus ( J8 & BR # J& ) . Parasutterel-
la . Oscillospiraceae ( Bl #2 i€ B& £} ) . Sphingomonadaceae
(SRR B A AL ) L Verrucomicrobia (PERLE 1T) | Desul-
fovibrio (BRI & ) ik & i /= H 2541 Alphapro-
teobacteria ( 28 & B 44 ) . Desulfovibrio ( Jit i 3K # J& ) .
Campylobacter (%5 [t /& J& ) . Mucispirillum _schaedleri .
Deferribacteres (iR AT B 1T) 23k 8 i i 3 T A

HYFRAVTIZE R PR 25 A B i B A DA AT
ShREP L 2 TG A IS VB TE B PR
TR TR TR 2 Ji T AR IR R o 22 ER B W AR B
AV S V2R T e, ) A% SRR s AR RS R
TS AL REAR, R RS P 5 22 [RBAE (T #%
Sl BE PR U A WG R B Ty R AR TR B0
PEREAR

25 B TR B SE A7 I 15 1 1 R R S A R )

ARG, KRB RNy 38 1 57 X e i A= Wi g A R

7 FITRBI 1% BT 0 SR, AROR T T 2B X

WEE, LAk [ B A (] 26 28 fi 3 40 1 7 IH 2 45 1 F

R R BARAE FIBILRD , I 3R 2R A 800 T FSR s LAY 52

A R B9 ol A 0 A A AT PR AER A S 45 47 B9 XS

SEH .
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Effect of Dahuang Lingxian Formula on the Intestinal Microbiota
in Guinea Pig Model of Gallstones
CHEN Jinmei'”, GAN Yirong’, YU Yuan', FU Jun', QIN Yi', TANG Qianli’
1. The First Affiliated Hospital of Guangxi University of Chinese Medicine, Nanning 530299, China;
2. Guangxi University of Chinese Medicine, Nanning 530299, China;
3. Fangchenggang Hospital of Traditional Chinese Medicine, Fangchenggang 538000, China

Abstract Objective: To investigate the impact of Dahuang Lingxian Formula ( Rheum Officinale and Radix Clematidis
Formula, DHLX) on the intestinal microbiota’s structure and function in guinea pigs suffering from gallbladder stones.
Methods ; Fifty guinea pigs were randomly assigned to a blank group, a model group, and a traditional Chinese medicine
(TCM) group. The model group consumed a high — fat diet to induce gallbladder stones, while the TCM group received
DHLX for 8 weeks alongside the same high — fat diet. Colon fecal samples were collected at the 8th week and subjected
to 16S rDNA sequencing for analyzing intestinal flora composition, diversity, and functional predictions. Results; (DThe
OTU count was 4623 in the normal group, 3970 in the model group, and 4335 in the TCM group; 474 OTUs were
common to all three groups. (2 Major dominant phyla encompassed Bacteroidetes, Firmicutes, Proteobacteria,
Verrucomicrobia, and Spirochaetes. In the model group, Bacteroidetes and Verrucomicrobia increased, while Firmicutes
and Spirochaetes decreased. Conversely, in the TCM group, Bacteroidetes, Firmicutes, and Verrucomicrobia
decreased, while Proteobacteria and Spirochaetes increased. 3 The intestinal flora diversity index ( Ace, Chaol,
Shannon, Simpson) showed no significant difference between groups. @ The intestinal flora distribution of the model
group significantly diverged from the normal group, with partial overlap observed between the TCM and model groups.
(B)In the blank group, Ruminococcus, Rikenellaceae, and other genera were highly expressed; Paludibacteraceae and
Verrucomicrobia were prominent in the model group; Alphaproteobacteria and Desulfovibrio were highly expressed in the
TCM group. (©The intestinal microbiota of the blank group exhibited anaerobic and biofilm synthesis traits. In the model
group, Gram — negative bacteria increased, while mobile genetic elements and biofilm synthesis decreased. However, in
the TCM group, the characteristics of Gram — negative bacteria and biofilm synthesis were restored. Conclusion; The
intestinal microbiota structure undergoes significant changes during gallbladder stone formation, and DHLX effectively
regulates the flora, restoring it to a normal steady state.
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