
TABLE S4 

GenBank Bioproject no. Disease case* (no. of samples) Country Reference 

PRJNA275349 Healthy (253) USA 1 

PRJNA48479 Healthy (253) USA 1 

PRJNA354235†, ‡ Healthy (308) USA 2 

PRJEB2054 Healthy (85)/CD & UC (39) Denmark & Spain 3 

PRJEB5224 Healthy (109)/CD & UC (103) Denmark & Spain 4 

PRJNA389280 Healthy (65)/CD & UC (235) USA 5 

PRJNA447983 Healthy (28)/CRC (32) Italy 6 

PRJEB27928 Healthy (60)/CRC (22) Germany 6 

PRJEB12449 Healthy (52)/CRC (52) USA 7 

PRJEB7774 Healthy (63)/AD & CRC (93)  Austria 8 

PRJEB6070 Healthy (66)/AD & CRC (133) France & Germany 9 

PRJNA389927 Healthy (28)/AD & CRC (56) USA & Canada 10 

PRJEB10878 Healthy (53)/CRC (75) China 11 

PRJNA453965 Healthy (71)/BC (62) China 12 

PRJEB21528 Healthy (171)/ACVD (214) China 13 

PRJNA373901† Mild NAFLD (74) & advanced NAFLD (12) USA 14 

PRJEB6337 Healthy (114)/LC (123) China 15 

PRJNA375935 Healthy (114)/AS (97) China 16 

PRJNA422434 Healthy (183)/T2DM (187) China 17 

*Abbreviations: CD, Crohn’s disease; UC, ulcerative colitis; CRC, colorectal cancer; AD, adenoma; BC, breast 

cancer; ACVD, atherosclerotic cardiovascular disease; NAFLD, non-alcoholic fatty liver disease; LC, liver 

cirrhosis. 
†The baiE gene abundance in NAFLD was compared with those in the healthy samples of PRJNA354235. 
‡Only bioproject PRJNA354235 includes metatranscriptome data of human gut microbiota, which were used for 

the estimation of baiE gene transcripts of each clusters. 
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