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Tablel. Alphadversity of gut bacteria of Tibetan and
Han students
Estimators ACE Chao Shannon Simpson

Han 996.94+136.19 1002.90+140.31 4.30+0.44 0.04+0.02
Tibetan  1151.50+208.00 1132.70+243.32 4.42+0.53 0.04+0.02
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Figure 1. Rarefaction curves of bacterial populations
in samples.
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Figure2. Composition analysis of gut bacteria of Tibetan and Han students at the genus level. A: Venn diagram; B:
Common bacteria shared by both Han & Tibetan; C: Bacteriacommunity only in Tibetan at genus level; D: Bacteria
community only in Han on genus level.
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Figure 3. The beta diversity of bacterial populations
between Tibetan and Han students. A: PCoA on genus
level; B: Anosim_distances on genus level.
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Figure 4. Analysis of differences between Tibetan and Han students. A: Typing analysis on phylum level; B:
Significance test between Tibetan and Han students based on Wilcoxon test; C: LEfSe analysis on different levels
with sighnificant differences, D: Random Forest dotchart of variable importance on genus level; E: LDA bar on

different levels with significant differences.
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R2. PMERDMER
Table 2. Results of different genus analysis of two student cohorts
Wilcoxon Rank-sum test Random forest  LEfSe analysis
Genus name -
Han Tibetan Corrected P value  Importance LDA value Pvalue
Prevotella 9 12.36+24.54 33.28+30.67 0.01 6.29 5.08 <0.01
Faecalibacterium 0.66+1.25 9.33+t9.33 <0.01 3.54 4.63 <0.01
Succinivibrio 1.04+4.61 8.42+13.86 <0.01 1.92 453 <0.01
Dorea 7.01+10.72  0.16x0.27 <0.01 5.92 4,53 <0.01
Ruminococcus gnavus group 6.67+16.63 0.02+0.03  <0.01 6.14 4.56 <0.01
Fusicatenibacter 6.11+4.26 0.51+0.65 <0.01 7.50 4.44 <0.01
Prevotella 2 0.01+0.01 4.66+11.94 <0.01 4.38 4.25 <0.01
Blautia 3.67+3.62 0.16£0.19  <0.01 5.09 4.22 <0.01
Lachnospiraceae unclassified genus 3.03+1.74 0.61+0.56  <0.01 3.00 4.09 <0.01
Ruminococcus torques group 2.74+3.26 0.34+0.36  <0.01 3.84 4.07 <0.01
A [ HO7 (B) Typ/e 2 « Bacteroidetes
40t % « Firmicutes
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© Others
0r 2
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o
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Figure 5. Enterotype Analysis between Tibetan and Han students. A: Typing analysis on Genus level; B: Ternary

Plot of enterotypes.
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Abstract: [Objective] To understand the diversity characteristics and possible causes of gut bacterial composition
of healthy Tibetan and Han population in the same age group living in the same environment. [M ethods| Healthy
male students including 20 Tibetan and 20 Han aged 20-24 in the same major of the same campus volunteered for
this study. Total DNA was extracted from fresh feces collected at the same day from male healthy Tibetan and Han
students in the same grade. The V3-V4 region of 16S rRNA were amplified by PCR then sequenced on Illumina
MiSeq platform. The sequencing results were analyzed with bioinformatic softwares combined with Dietary status
guestionnaire to study the relationship between gut bacterial diversity and dietary habits of healthy Tibetan and Han
students. [Results] A total of 2880 OTUs were obtained from 40 samples. Alpha and beta diversity analysis showed
that male students from different ethnic groups had significantly different gut bacterial compositions under the
same environment. Prevotella 9, Bacteroides, Lachnoclostridium and other 15 genera are shared by both Tibetan
and Han students. Meanwhile, the composition and abundance of 10 genera, such as Prevotella 9,
Faecalibacterium, Succinivibrio etc., are the biomarkers that have significant influence on the difference of
intestinal bacteria composition between the two ethnic students. Further cluster analysis showed that all the student
samples were divided into three enterotypes. ET F, ET P, mixed ET F and ET B. The follow-up survey results
showed that different enterotypes corresponded to different dietary habits based on fat and starch. [Conclusion]
Living in the same environment, the composition and differences of gut bacteria of healthy Tibetan and Han
students may be closely related to genetic factors and dietary habits.

Keywords: gut microbiome, diversity, 16S rRNA, enterotypes, dietary habits
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