Supplementary Figure 1
A

Supplementary Figure 1. Hepl from the human gut microbiome analyzed to create the
network (A sequence identity>40%; B sequence identity>45%).
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Supplementary Figure 2. Classification at the order level of Hpel and relative
abundance of bacteria with Hpel in the healthy and disease conditions. (A) Taxonomic
distribution of bacteria with Hpel at the order level in subjects of healthy and the disease
conditions; Type 2 diabetes (T2D), cardiovascular disease (CVD), and liver cirrhosis
(LC). The abundance of the bacteria with Hpels from Enterobacterales and
Burkholderiales was further compared as the healthy versus disease cohorts (T2D, B;
CVD, C; and LC, D). Statistical significance was calculated using the paired Wilcoxon
test. The p value was shown above in the figure.



Supplementary Table 1. The metagenomic sequencing datasets used in this study.

Accession Accession Number of Gender
?];lil‘l:ll’)::’ect) l(i;n;bse:ud ) contorl & case(s) Nationality Age (average+S.D.) Female (%)/Male (%) Read number Abbre.




