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Table S1 Species count of 23 sequenced samples 
 

ID domain phylum class order family genus species unclassified 

C1 18 0 1 559 1236 208 64 0 

C2 23 2 5 222 595 251 54 0 

C3 33 1 4 504 2082 257 67 0 

C4 37 4 1 349 1034 305 61 0 

C5 12 1 3 441 876 290 69 0 

C6 16 2 2 480 1130 340 60 0 

C7 21 0 2 728 1568 274 73 0 

C8 24 0 1 137 179 185 58 0 

H4_1 29 11 111 299 531 625 209 0 

H4_2 58 1 0 989 1837 773 106 0 

H4_3 48 2 0 423 1806 534 92 0 

H4_4 22 2 0 399 1290 471 69 0 

H4_5 32 0 1 423 2281 468 94 0 

H4_6 47 0 0 785 1733 577 106 0 

H4_7 36 4 5 744 2101 588 110 0 

H6_1 25 0 3 379 1729 468 84 0 

H6_2 20 2 2 482 1556 477 88 0 

H6_3 29 0 0 773 1467 658 102 0 

H6_4 38 0 2 617 2212 419 87 0 

H6_5 34 0 1 570 1608 425 100 0 

H6_6 51 1 2 650 2182 749 100 0 

H6_7 54 6 3 525 2746 488 128 0 

H6_8 27 0 3 366 2427 541 86 0 

 
 



Table S2 Abundance statistics for the top 10 bacterial phylum of 23 sequenced samples 
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Figure S1 Distribution of species at the phylum level in 23 samples 
A) Histogram of gut microbial distribution at different taxonomic levels in 23 samples; B) 
Firmicutes/Bacteroidetes ratios for the three sample groups；C) Histogram of microbial composition at the 
phylum level for the 23 sequenced samples; D) Histogram of microbial composition at the phylum level for 
the 22 sequenced samples (excluding H4_1) 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

Figure S2 Heatmap of sample clustering at species level and OPLA-DA clustering results 

A) Heatmap of the intestinal flora of 22 samples at the species level (wards.D2 algorithm was used for both 

species clustering and sample clustering); B) Heatmap of the intestinal flora of the burn and control groups 

at the species level (wards.D2 algorithm was used for both species clustering and sample clustering)；C) 

OPLS-DA analysis of differences between the three groups 

 


