+ e S 2025 F7A %3165 7 July.2025 Vol.31 No.7

SR RIS AT, T a, 2440 R 5 B AR TEORS PR R 107 0 8 3 VIR 5 55 ) 1 DA R (9 A DG P 43T ()
o 25 54417,2025,31(7):98-104,109.

ARBE R IERS B EHH" EEAIRA
SEREAFRTHERMES T

ZHRETFLE L FFFL R &R
(LR FPEHRFE,LF &HF  210000;
LTIETRER,48E T4& 3520005
3ATRPEHRFMBER,LH &% 210000)

(%] B AR AT RS B AT 9% (NAFLD )AE &R & B 2 ey it A B4 M) . 7 3% - B ANAFLD % %
7381, 5+ %A FIRE W30 A AEFHIRE0434) KSR B ) Z424R K A MTllumina Novaseq 60009 -3t 4%
EDNAF#916S tDNA V3-VAR Bt4T 5B M5 20 AW & FRMBITHERBEMII LR SRS
WEEMERARFE A SN R S REAEFIUAAE B F AR TEEREH(P<0.05). 45 TLESe
Fo RELAU A AR AT My ZE TR AL A AUCﬁ?’J97 9% A TwHLARN L AR GHAAL S (KECC) BB S & £ F 24,
KIS E &L B B EET A A5 M 8 R ARE A AR RB S8 AR T T e 4k SR B AR
WITRAIE A HRE & HiE B F %Li%:l.uﬁ;? FNAHERAHF G EREEAR, L P EBART EASAFE
JEF R B E R,

(R4 AREAMERE I AT R B E ST B i A A

[PES XS] R259 [X#kAFRB] A [XF%HT] 1672-951X(2025)07-0098-07

DOI: 10.13862/j.cn43-1446/r.2025.07.016

Correlation Between Tooth Mark Tongue and Gut Microbiota in

Non-alcoholic Fatty Liver Disease
WU Qiaoling"?, HE Yining', WANG Yun', LI Niuniu', ZHU Lei’, ZHAO Song’
(1.Nanjing University of Chinese Medicine, Nanjing Jiangsu 210000, China;
2.Ningde Hospital of Traditional Chinese Medicine, Ningde Fujian 352000, China;
3.Affiliated Hospital of Nanjing University of Chinese Medicine, Nanjing Jiangsu 210000, China)
[Abstract] Objective: To investigate the characteristics of gut microbiota in patients with non-alcoholic
fatty liver disease (NAFLD) and tooth mark tongue. Methods: A total of 73 patients with NAFLD were
recruited, and divided into two groups, 30 patients in the tooth mark tongue group (TMT) and 43 patients in
the non tooth mark tongue control group (CON). Fecal specimens were collected from all enrolled patients.
Using the Illumina NovaSeq 6000 sequencer, the V3 -V4 region of 16S rDNA in total fecal DNA was
subjected to high —throughput sequencing, and the intestinal microbiota structure was analyzed with
bioinformatics software. Results: The richness and diversity of gut microbiota were significantly reduced in the
TMT. The abundance of Lactobacillus in the TMT was significantly lower than that in the CON (P<0.05). The
prediction model was constructed based on LEfSe and random forest analysis. It was found that the AUC
value was 97.9%. The analysis based on the difference in KEGG pathway enrichment revealed that the level
of metabolic pathway function associated with endocrine metabolic and lipid metabolism was decreased in the
TMT. Conclusion: The gut microbiota disorder is more significant in NAFLD patients with teeth —-marked
tongue, characterized by a significant reduction in the richness of the gut microbiota, especially a significant
decrease in the abundance of Lactobacillus at the genus level.
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