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Colon

b. hSIO_EXP_COVID-UPregualted genes (adj p <0.1) (GSVA)

+

oL

hSIO_EXP_COVID-Downregulated genes (adj p <0.10) (GSVA)

Colon

*%

14

*%

Control. IBD IBD.I
Non.l

#2. NHBE_COVID-19 nplus1

layer Subnetwork

934

#4. Gut_hSIO_(Expansion Media)_

layer Subnetwork

a. hSIO_DIF_COVID-19 Upregulated genes (adj p <0.1) (GSVA)
[ Rectum [ lleum |
o lleum ] Colon Rectum
** — M 51 .
10 ** : * ' L ; 5
i ' $ 0{ ¥
0 i 3
-10] ¢ b . X + 5 |
g-zo
n
ol hSIO_DIF_COVID-Downregulated genes (adj p <0.10) (GSVA)
O lleum | ____Rectum I  lleum |
c 20- B I 10 sk
] - : 5 PR, S
¢ 10- ; . ] 5 *k |
0-
0
-10- o ] g
20 { N
=30 | ; | ! : : -10 ! : !
Control. IBD IBD.I Control. IBD IBD.I Control. IBD IBD.I Control. IBD IBD.I
Non.| Non.l Non.| Non.|
c. EE Controls IBD: non-inflamed E%H IBD: inflamed *p<0.05 *% p<0.001
R
- Inf vs nonlinf biopsy IBD genes
«E Histology: Nancy score positively associated genes
- UC: MayoScore Positively associated genes
CD: SESCD Negatively associated genes
UC: MayoScore Negatively associated genes
IBD GWAS Candidate Genes
CD: SESCD Positively associated genes
CD: HBI Score Negatively associated genes
Histology: Nancy score negatively associated genes
CD: HBI Score Positively associated genes
DIF EXP  DIF EXP
COVID COVID COVID COVID l:!
Down  Down Up Up 2 4 6 8
DEGs DEGs  DEGs DEGs - log adj P value
hSIO COVID-19 models
d. e.
lleum CD BGRN ; lleum CD BGRN
#1.1BD Infnplus1  #2. NHBE_COVID-19 nplus1 Aiﬁgi BE@% 38‘:'55 - #1.1BD Inf nplus1
layer Subnetwork layer Subnetwork ANKH  GEP1 PAGH layer Subnetwork
APOL3 GBP4 PARP14 !
ARID5A  GBP5 PARP9 |
ARPC1B HIF1A PDZK1IP1 |
C190rf66 HS3ST1 PIM2 :
c2 IDO1 PLA2G16 ! 0
C2CD4A IFIT3 PLEK | 314
C2CD4B IFITM3 RAMP3 |
C9orf16  IFNG RAPGEF4 !
CD55 IL18R1 RNF145 !
CFB 1SG20 SELP |
CHI3L1 KCND3-AS1 SLC37A1 w
) . . CLEC2B LCN2 STAT1
#3. hSIO_(leferentlatlon Med|a)_ COL9A2 MMP1 TGM2 :
COVID-19 nplus2 layer Subnetwork CXCL1  MZzBt TNFSF13B | .
CXCL16 NFKBIZ ~ TRIM22 COVID-19 nplus 1
CXCL5  NNMT WARS
Overlap: CXCL9 ZC3H12A | Overlap:
CXCR2P

#3vs#1:FE1.98, p=2.41x10"

#2vs #3:FE 1.6, p=1.65x10""°
#1/2 intersect (148 genes) vs #3/#1 intersect(91genes):
FE 37.6,p=2.3x10%

f | #4vs#1:FE1.54, p=8.4x10°*
#2vs #4:FE 1.67, p=5.8 x10%®
! #1/#2 intersect (148 genes) vs #4/#1 intersect (77genes)

FE31.0,p=3.67x10"

Control. I1BD IBD.I
Non.l

ACKR4 LAP3
APOL3 LCN2
ARNTL2 MZB1
C190rf66 NOS2
C2 PAG1
C9orf16 PARP14
CARD16 PARP9
CFB PDZK1IP1
COL9A2 PFKFB3
CXCL9 RAPGEF4
DUOX2 RNF145
ENSG00000204277 SBNO2
FLRT3 SELP
GBP1 SLC37A1
HAPLN3 SOCS3
HS3ST1 STAT1
IFIT3 TRIM22
IFITM3 UBE2L6
IRF1 WARS
1SG20 ZBP1
KCND3-AS1 ZC3H12A



