
300

200

100

0
300

200

100

0
300

200

100

0
300

200

100

0
0 50000 100000 150000

Sample size

Sp
ec

ie
s 

ric
hn

es
s

A
160
120
80
40

150
100
50

160
120
80
40

160
120
80
40

160
120
80
40

160
120
80
40

160
120
80

O
bserved

C
hao1

AC
E

Shannon
Sim

pson
InvSim

p
Fisher

No-IM Low risk
IM

High risk
IM

EGN

D
iv

er
si

ty
 in

de
x

B

Observed
30

150

60
90
120

Status

0

0.2

0.4

Ax
is

 2
 (8

.5
%

)

C

-0.50 -0.25 0.00 0.25

0.2

0.4

0.6

D
is

ta
nc

e
to

 c
en

tro
id

0

2000

4000

Axis 1 (36.8%)

D
is

ta
nc

e 
ra

nk

No-IM

EGN

Low risk IM
High risk IM

No-IM

EGN

Low risk IM
High risk IM

Between

High risk

No-IM
Low risk IM

EGN

D

N
o IM

Low
 risk IM

H
igh risk IM

EG
N

Supplementary Figure 1

Supplementary Figure 1. Bacterial alpha and beta diversity were comparable between samples from no IM, IM and EGN patients. (A & B) Alpha
diversity measurement for species richness and diversity. (C) PCoA of bacterial beta diversity based on the Bray-Curtis dissimilarity. ( D) Multivariate
homogeneity of groups dispersion analysis based on the Bray-Curtis (Top panel, P = 0.719) and ANOSIM based on Bray-Curtis (Bottom panel, P = 0.209)
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Supplementary Figure 2. Differentially abundant bacterial OTUs in patients that progressed to IM from no IM (baseline) compared to patients with
IM regression. Bar chart shows the log2 fold change (X-axis) differences in abundance of top bacterial taxa based on Deseq2 univariant analysis. All
comparisons P < 0.05, *denotes Benjamini-Hochberg adjusted P (Padj) < 0.1. Of the 20 bacterial OTUs that were significantly associated with IM regression,
six were S24-7, which is positivity associated with IM regression and negatively associated with IM progression.


