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Supplementary Materials 

Table S1. Summary of data quality. 

Group PE Reads Q20 (%) Q30 (%) Average Length (bp) GC (%) 

Veh (n = 10) 65999.8 95.95; 86.36 88.43; 72.06 300.99 55.30; 55.62 

Rot (n = 10) 83569.1 96.41; 87.34 89.52; 73.51 300.99 54.72; 55.07 

PS128 (n = 10) 75601.3 96.29; 87.12 89.25; 73.15 300.99 54.66; 55.00 

(1) The data include read 1 and read 2 from paired-end sequencing.

(2) Q20 represents an error rate of 1 in 100 bases.

(3) Q30 represents an error rate of 1 in 1000 bases.



Figure S1. Differential microbiota composition of fecal specimens from Veh, Rot, and PS128 mice. (A) Bar plot and 

(B) cladogram of LEfSe analysis showed taxa contribution to group separation. Enriched taxa in either the Veh,

Rot, or PS128 group are colored in blue, light green, and dark green, respectively. Taxa with LDA score > 2 are 

displayed.  
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