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Table S1. Detection of Bacteroides 16S rRNA HF183 marker in human fecal and wastewater samples 
reported in the research literature. 

Number of Samples Tested 
(Sample Type) 

Positive Negative References 

58 (raw sewage) 58 0 [1] 
4 (raw sewage) 4 0 [2] 
50 (raw sewage) 50 0 [3] 
15 (raw sewage) 15 0 [4] 
25 (human feces) 12 13 [5] 
13 (human feces) 11 2 [6] 
5 (raw sewage) 4 1 [7] 
14 (raw sewage) 14 0 [8] 
54 (raw sewage) 54 0 [9] 
33 (raw sewage) 23 10 [10] 
37 (raw sewage) 37 0 [11] 
32 (raw sewage) 32 0 [12] 
8 (raw sewage) 8 0 [13] 
10 (raw sewage) 10 0 [14] 
22 (raw sewage) 50 0 [15] 
33 (raw sewage) 33 0 [16] 
5 (raw sewage) 5 0 [17] 
40 (raw sewage) 20 20 [18] 
24 (raw sewage) 24 0 [19] 
16 (raw sewage) 12 4 [20] 

6 (septic wastewater) 6 0 [21] 
7 (human feces) 6 1 [2] 

44 (human feces) 43 1 [22] 
104 (human feces) 89 15 [23] 
20 (raw sewage) 20 0 [5] 
3 (raw sewage) 3 0 [6] 

12 (human feces) 7 5 [7] 
15 (human feces) 13 2 [24] 
16 (human feces) 6 10 [9] 
26 (human feces) 3 23 [10] 
20 (human feces) 16 4 [11] 
54 (human feces) 51 3 [13] 
8 (human feces) 5 3 [14] 
1 (human feces) 1 0 [25] 

30 (human feces) 5 25 [17] 
24 (human feces) 13 11 [26] 
24 (human feces) 15 9 [27] 
5 (human feces) 5 0 [21] 

12 (septic wastewater) 12 0 [4] 
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Table S1. Cont. 

Number of Samples Tested 
(Sample Type) 

Positive Negative References 

3 (septic wastewater) 2 1 [14] 
3 (septic wastewater) 3 0 [15] 

15 (pit toilet wastewater) 7 8 [19] 
20 (septic wastewater) 1 19 [19] 

6 (raw sewage) 6 0 [21] 
10 (septic wastewater) 4 6 [28] 
15 (secondary eluent) 15 0 [4] 
10 (treated effluent) 10 0 [4] 

22 (secondary effluent) 22 0 [11] 
17 (secondary effluent) 17 0 [27] 

5 (Treated effluent) 5 0 [21] 
46 (secondary effluent) 40 6 [29] 

1 (raw wastewater) 1 0 [30] 
4 (Septic wastewater) 4 0 [30] 
39 (raw wastewater) 39 0 [31] 

37 (secondary effluent) 37 0 [31] 
18 (human feces) 11 7 [32] 
16 (raw sewage) 14 0 [32] 

Total 1033 209 All studies 

Table S2. Detection of Bacteroides 16S rRNA HF134 marker in human fecal and wastewater samples 
reported in the research literature. 

Number of Samples Tested 
(Sample Type) Positive Negative References 

40 (raw sewage) 12 28 [18] 
54 (raw sewage) 54 0 [9] 
16 (human feces) 15 1 [9] 
3 (raw sewage) 1 2 [6] 

15 (raw sewage) 15 0 [4] 
13 (human feces) 6 5 [6] 
44 (human feces) 37 7 [22] 
1 (human feces) 1 0 [25] 

12 (septic wastewater) 12 0 [4] 
10 (septic wastewater) 4 6 [28] 
15(secondary effluent) 15 0 [4] 

10 (treated effluent) 9 1 [4] 
Total 181 50 All studies 

Table S3. Detection of Bacteroides 16S rRNA HuBac marker in human fecal and wastewater samples 
reported in the research literature. 

Number of Samples Tested 
(Sample Type) Positive Negative References 

9 (raw sewage) 0 0 [33] 
50 (raw sewage) 50 0 [3] 
6 (human feces) 6 0 [34] 
1 (human feces) 1 0 [25] 

18 (human feces) 16 2 [32] 
14 (raw sewage) 14 0 [32] 

Total 87 2 All studies 
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Table S4. Detection of Bacteroides 16S rRNA BacHum-UCD marker in human fecal and wastewater 
samples reported in the research literature. 

Number of Samples Tested 
(Sample Type) 

Positive Negative References 

14 (raw sewage) 14 0 [32] 
45 (raw sewage) 45 0 [31] 
5 (raw sewage) 0 5 [7] 
5 (raw sewage) 5 0 [17] 

50 (raw sewage) 50 0 [3] 
10 (raw sewage) 10 0 [14] 
18 (human feces) 12 6 [32] 
8 (human feces) 8 0 [14] 

61 (human feces) 53 8 [35] 
1 (human feces) 1 0 [25] 

12 (human feces) 3 9 [7] 
30 (human feces) 12 18 [17] 

45 (secondary effluent) 45 0 [31] 
3 (septic wastewater) 3 0 [14] 

12 (raw sewage) 12 0 [36] 
Total 273 46 All studies 

Table S5. Detection of Bacteroides 16S rRNA BacH marker in human fecal and wastewater samples 
reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
20 (raw sewage) 20 0 [37] 
5 (raw sewage) 2 3 [17] 
6 (raw sewage) 6 0 [38] 
50 (raw sewage) 50 0 [3] 
21 (human feces) 20 1 [37] 
61 (human feces) 47 14 [35] 
30 (human feces) 4 26 [17] 
25 (human feces) 22 3 [38] 
1 (human feces) 1 0 [25] 

11 (septic wastewater) 7 4 [39] 
Total 179 51 All studies 

Table S6. Detection of Bacteroides 16S rRNA HumanBac1 marker in human fecal and wastewater 
samples reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
50 (raw sewage) 50 0 [3] 
4 (human feces) 2 2 [40] 
5 (raw sewage) 5 0 [41] 

5 (Secondary effluent) 5 0 [41] 
5 (Tertiary effluent) 5 0 [41] 

Total 67 2 All studies 
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Table S7. Detection of Bacteroides non-16S rRNA HumM2 marker in human fecal and wastewater 
samples reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
16 (human feces) 16 0 [42] 
20 (raw sewage) 20 0 [42] 
5 (raw sewage) 5 0 [17] 

30 (human feces) 12 18 [17] 
Total 53 18 All studies 

Table S8. Detection of Bacteroides non-16S rRNA HumM3 marker in human fecal and wastewater 
samples reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
16 (human feces) 16 0 [42] 
20 (raw sewage) 20 0 [42] 

Total 36 0 All studies 

Table S9. Detection of Bacteroides non-16S rRNA Bacteroides thetaiotaomicron marker in human fecal 
and wastewater samples reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
18 (secondary effluent) 18 0 [43] 
54 (Primary effluent) 54 0 [43] 

54 (raw sewage) 54 0 [43] 
18 (secondary effluent, pre-chlorination) 18 0 [43] 
54 (secondary effluent, post-chlorination) 54 0 [43] 

24 (septic wastewater) 24 0 [43] 
24 (treated septic wastewater) 24 0 [43] 

20 (raw sewage) 20 0 [44] 
5 (raw sewage) 5 0 [41] 

5 (Secondary effluent) 5 0 [41] 
5 (Tertiary effluent) 5 0 [41] 

54 (raw sewage) 52 2 [9] 
16 (human feces) 0 16 [9] 

Total 333 18 All studies 

Table S10. Detection of Bacteroides non-16S rRNA gyrB marker in human fecal and wastewater 
samples reported in the research literature. 

Number of Samples Tested (Sample Type) Positive Negative References 
10 (fecal samples) 10 0 [45] 

Total 10 0 All studies 

Table S11. Detection of Bacteroides 16S rRNA HF183 marker in non-human fecal samples reported in 
the research literature. 

Number of Non-Human Samples Negative Positive References 
19 18 1 [2] 
136 135 1 [3] 
86 81 11 [22] 
180 174 6 [23] 
73 62 11 [5] 
27 27 0 [6] 
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Table S11. Cont. 

Number of Non-Human Samples Negative Positive References 
25 25 0 [7] 
30 28 2 [24] 
119 119 0 [10] 
214 201 13 [11] 
50 49 1 [12] 
211 211 0 [13] 
36 35 1 [14] 
316 303 13 [15] 
4 1 3 [25] 

230 163 67 [41] 
155 155 0 [4] 
85 85 0 [26] 
73 52 21 [18] 
77 77 0 [19] 
340 340 0 [20] 
98 97 1 [27] 
29 26 3 [21] 
173 172 1 [28] 
133 133 0 [29] 
41 38 3 [32] 

Total 2807 159 All studies 

Table S12. Detection of Bacteroides 16S rRNA HF134 marker in non-human fecal samples reported in 
the research literature. 

Number of Non-Human Samples Negative Positive References 
72 58 14 [18] 
155 148 7 [4] 
173 161 12 [28] 
86 85 1 [22] 
4 4 0 [25] 

Total 456 34 All studies 

Table S13. Detection of Bacteroides 16S rRNA HuBac marker in non-human fecal samples reported in 
the research literature. 

Number of Non-Human Samples Negative Positive References 
4 4 0 [25] 

28 20 8 [34] 
136 86 50 [3] 
41 25 16 [32] 

Total 135 74 All studies 
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Table S14. Detection of Bacteroides 16S rRNA BacHum-UCD marker in non-human fecal samples 
reported in the research literature. 

Number of Non-Human Samples Negative Positive References 
41 40 1 [32] 
25 25 0 [7] 
4 3 1 [25] 

219 148 71 [35] 
136 130 6 [3] 
36 14 22 [14] 

Total 360 101 All studies 

Table S15. Detection of Bacteroides 16S rRNA BacH marker in non-human fecal samples reported in 
the research literature. 

Number of Non-Human Samples Negative Positive References 
302 301 1 [37] 

4 1 3 [25] 
361 361 0 [38] 
219 116 103 [35] 
136 128 8 [3] 

Total 907 115 All studies 

Table S16. Detection of Bacteroides 16S rRNA HumanBac1 marker in non-human fecal samples 
reported in the research literature. 

Number of Non-Human Samples Negative Positive References 
12 2 10 [40] 
70 0 70 [41] 

136 107 29 [3] 
Total 109 109 All studies 

Table S17. Detection of Bacteroides non-16S rRNA HumM2 marker in non-human fecal samples 
reported in the research literature. 

Number of Non-Human Samples Negative Positive References 
249 247 2 [42] 

Total 247 2 All studies 

Table S18. Detection of Bacteroides non-16S rRNA HumM3 marker in non-human fecal samples 
reported in the research literature. 

Number of Non-Human Samples Negative Positive References 
249 242 7 [42] 

Total 242 7 All studies 

Table S19. Detection of Bacteroides non-16S rRNA Bacteroides thetaiotaomicron marker in non-human 
fecal samples reported in the research literature. 

Number of Non-Human Samples Negative Positive References 
230 223 7 [41] 
16 16 0 [44] 

Total 239 7 All studies 
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Table S20. Detection of Bacteroides 16S rRNA gyrB marker in non-human fecal samples reported in 
the research literature. 

Number of Non-Human Samples Negative Positive References 
30 29 1 [45] 

Total 29 1 All studies 
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