Supplementary materials

Figure S1. Rarefaction curves validating the adequate sample size and sequencing depth in each
group. (A) Rarefaction curves were constructed by randomly sampling various individuals from
the cohort and examining numbers detected in these individuals. When the curves were flat, they
indicated that the sample size was sufficient and reasonable. (B) Rarefaction curves performed when
gradually expanding the sequencing depth by random sampling. When the curves approach satu-
ration as the sample sequencing depth increases, the amount of sequencing data is sufficient and
stable.

Figure S2. The distribution of B-diversity plots at axes based on genera profiles in vaccinated and
unvaccinated participants. (A-B) B-diversity scatter plots distribution at the first and second PCA
axes. P=0.365 for PCA1 axis; P<0.001 for PCA2 axis. (C-D) Elevation for the distribution of samples
at the first and second PCoA axes. P=0.06 for PCoA1 axis; P=0.081 for PCoA2 axis. (E-F) Comparison
of the features of each group at the first and second NMDS axes. P=0.044 for the NMDS1 axis;
P=0.041 for the NMDS?2 axis. The boxes represent the interquartile ranges, the inside lines represent
the median, and the points are outliers. P-values were obtained using pairwise Wilcoxon tests.
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Figure S3. Relative abundance of the top 10 phyla and genera annotated in the stool of each sam-
ple. (A) Bar plots showing the relative abundance and proportion of the top 10 most abundant phyla
in each sample. (B) The relative abundance and proportion of the top 10 most dominant genera are
described in each sample. Other in Figure S3A and S3B indicate the sum of all the other phyla/gen-
era, excluding the top 10 phyla/genera.

Figure S4. Assessment of the distribution of the (3-diversity plots at axes based on the relative abun-
dance of KEGG pathways in unvaccinated and vaccinated individuals. (A-B) Scatter plots distribu-
tion of B-diversity at the first and second PCA axes. P=0.126 for PCA1 axis; P=0.409 for PCA2 axis.
(C-D) Elevation of the sample distribution at the first and second PCoA axes. P=0.561 for PCoAl
axis; P=0.126 for PCoA2 axis. (E-F) Comparison of the separation of each group at the first and sec-
ond NMDS axes. P=0.156 for the NMDSI axis; P=0.102 for the NMDS2 axis. The boxes represent the
interquartile ranges, the inside lines represent the median, and the points are outliers. P-values were
obtained using pairwise Wilcoxon tests.

Table S1. Data production of the study cohort.
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