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Table S1: Evaluation of alpha-diversity analysis for the samples included in the analysis.

Sample | Condition | Richness Nl(;l';:lllz:llei:z:d gfi;c;gz Shannon Index IS;;.; I;Itll(:: Simpson Index E}Elc)tsl(:flé Evenness
1 1189 | Hospitalized | 139 94 46 364.760.142.812.581 38.38 0.047600972 21.01 0.51238
10 1061 | Hospitalized | 7 40 19 20.365.134.183.661 7.66 0.272160609 3.67 0.331154
11 203 | Hospitalized | 39 20 13 198.965.801.864.762 7.31 0.177329507 5.64 0.405482
12 906 | Hospitalized | 73 48 19 224.531.544.254.865 9.44 0.19988135 5 0.357227
13 1382 | Hospitalized | 3 13 9 136.994.496.874.746 3.94 0.356313423 2.81 0.276522
14 1770 | Hospitalized | 43 25 14 118.838.973.141.582 3.28 0.577736988 1.73 0.212784
15 65 | Hospitalized | 75 23 8 115.496.416.412.524 3.17 0.53183034 1.88 0.185423
16 68 | Hospitalized | 79 43 18 201.224.211.984.982 7.48 0.27827687 3.59 0.319212
17 443 | Outpatient 37 21 6 0.578236931 1.78 0.788599663 1.27 0.110998
18 981 | Outpatient 113 69 29 222.756.483.769.007 9.28 0.332550646 3.01 0.326614
19 982 | Outpatient 153 108 51 364.801.286.992.949 38.4 0.056802958 17.6 0.502662
2 1431 | Hospitalized | 129 88 62 378.481.525.637.569 44.03 0.040929132 24.43 0.539822
20 1034 | Outpatient 115 77 31 241.028.329.681.219 11.14 0.265176219 3.77 0.352098
21 1118 | Outpatient 93 56 30 245.112.612.685.133 11.6 0.221940802 4.51 0.374838
22 g9 | Hospitalized | 131 87 44 34.401.771.474.737 31.19 0.061525437 16.25 0.489118
23 160 | Hospitalized | 129 88 45 354.048.604.596.836 34.48 0.050898223 19.65 0.504974
24 180 | Hospitalized | 137 78 40 309.376.879.538.643 22.06 0.098375909 10.17 0.439182
25 181 | Hospitalized | 139 83 32 301.688.335.085.924 20.43 0.107127322 9.33 0.423783
26 224 | Outpatient 169 111 57 39.146.802.524.318 50.13 0.035312567 28.32 0.528948
27 989 | Outpatient 120 85 39 295.452.546.876.936 19.19 0.122261694 8.18 0.427765




28 1116 | Outpatient 129 91 33 283.738.969.065.517 17.07 0.14865261 6.73 0.404692
29 143 | Outpatient 120 87 46 333.443.733.156.452 28.06 0.092240952 10.84 0.48277
3 1765 | Outpatient 39 21 12 209.640.739.326.217 8.14 0.152916719 6.54 0.396641
30 383 | Outpatient 105 74 37 289.191.238.443.877 18.03 0.123190453 8.12 0.430713
32 1206 | Outpatient 124 82 40 289.165.236.611.308 18.02 0.136621385 7.32 0.415814
33 180 | Hospitalized | 135 69 32 296.349.199.150.989 19.37 0.096494019 10.36 0.425436
34 181 | Hospitalized | 79 47 23 25.709.552.796.877 13.08 0.128853231 7.76 0.407843
35 182 | Hospitalized | 160 77 45 309.358.159.211.222 22.06 0.09605147 10.41 0.422509
36_186 | Hospitalized | 107 61 34 254.253.026.573.201 12.71 0.226397581 4.42 0.377148
37 189 | Hospitalized | 9 62 30 190.692.545.779.767 6.73 0.425904932 2.35 0.292314
38 199 | Hospitalized | 126 66 26 196.979.768.186.397 7.17 0.411432391 2.43 0.282316
39 201 | Hospitalized | 109 65 33 240.983.803.592.655 11.13 0.24932376 4.01 0.356054
4 1082 | Hospitalized | 44 22 17 234.599.091.113.819 10.44 0.140527001 7.12 0.429713
40 216 | Hospitalized | 97 59 23 237.692.346.581.775 10.77 0.195879651 5.11 0.360145
41 75 | Hospitalized | og 39 14 100.001.062.763.204 2.72 0.692592574 1.44 0.15118
42 991 | Outpatient 91 52 31 275.833.654.518.053 15.77 0.135688995 7.37 0.423851
43 151 | Hospitalized | 97 57 34 272.379.474.723.361 15.24 0.143708933 6.96 0.417532
5 1044 | Outpatient 34 20 11 177.836.308.870.424 5.92 0.270451249 3.7 0.349558
6_1094 | Hospitalized | g5 134 58 382.557.706.197.161 45.86 0.055646224 17.97 0.507952

7 204 | Hospitalized | 75 35 19 248.278.769.554.005 11.97 0.129407957 7.73 0.402402
8 670 | Outpatient 112 83 54 354.687.832.379.835 34.7 0.055329624 18.07 0.521036
9 905 | Hospitalized | 50 36 22 156.291.686.688.353 4.77 0.488684737 2.05 0.276924
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Figure S2: Genera of Firmicutes (A), Proteobacteria (B), Actinobacteria (C), and Bacteroidetes
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Figure S3: Alpha diversity analysis using the Chaol, Shannon, Simpson, and Fisher indices to

evaluate comparative bacterial richness between female and male patients with COVID-19.
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Figure S4: Multi-dimensional scaling for the pharyngeal microbiome of the study patients based

on the gender of the patients included in the analysis.



