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Gut

Gut microbiota composition reflects disease severity and dysfunctional immune responses in COVID-19 patients

Figure S1. Alpha diversity metrics of gut microbiota composition in COVID-19 and non COVID-
19 individuals from Hong Kong. Left panel is a box and whisker plot showing number of unique
species detected in the two cohorts, while right panel shows the Shannon diversity index. The thick
centre lines within each boxplot rectangle represent median values, and the two ends of the
rectangle represent upper and lower quartiles, respectively. The upper whisker extends to the
highest value within 1.5x the interquartile range above the upper quartile, whereas the lower
whisker extends to the lowest value within 1.5x the interquartile range below the lower quartile.
All data points are represented by grey circles. Comparisons between COVID-19 and non COVID-

Number of unique species

140

120

100

80

60

40

20

Species richness

L]
.l —~—
1® |
i o’
[ ‘19 'n', °
oda o ‘ﬂ’%
° j - ;.,
3 2 38
] e b Pt
°=s y
) ‘,Ee“ [Pl
a‘Pn., s ;“a': .
.3 e
Re )
. !
® I
I e
o ! L
e »
—r g
p >0.05
T T
COVID-19 Non COVID-19

Shannon diversity index

3.5

3.0

2.51

2.0

19 cohorts were performed using a Mann-Whitney test.
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