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Figure S1. Gps-induced epigenetic changes in 3D4/21 cells.
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Figure S2. Principal component analysis for all cells. Principal component 1 (PC1) and
principal component 2 (PC2) were identified by logarithm transformation in DESeq2.



SELE o LoMSIEP
meAy 75
| T from e & co74
. “ [ 7 e 1GF2R
¥ " IMIDE
& | IL17RA
| LR
-~ IL1RLA
TSPO VCAM1
* g
W27RA .
(RN ———
R ; a2
/! - 1AM
o [l £
(| S5 L = ADIPOR1
I\ TNFRSF1B Gogs
C0302 |\ g L1eR
1 \ LRP12
SIGIRR low, 410 IL13RA FAS  TNFRSF1ZENFRSF21
IY‘M SEMATA
\
] TLR4
Z IL10RA
IL10RE  ITGAZ
s*‘ i5
AN
S CLON4
TGAZB IFNLRY
PTCHI
OPRD1  FFAR4 GPRCSB BDKRB2
P2RYS | ADGRG1 ADGRL2 SiPR2
\
LTB4R \ T g GHSR
| LRRGBD
\ \ / GPRI1S7
-
R v X
g \ PTGER2 ADRB2
\ {7,
FoRL2 5  fasoRat %
s ADORAZA
ADRATD
N .Amag
PIGIR
GIPR | GPR155
| GPR&
ADGRGT | ES
! iy . CXCR4
GABBR1 ot ADGRD1 !
5 ADGRES TyEM11
ki
F2RL1
GCRT
GPRES
GPR15

EDNRB

Figure S3. The landscape of putative receptors that are differentially regulated in three
GPS challenged cellular models. (a) Network of G-protein coupled receptors in three

comparisons. (b) Network of transmembrane receptors in three comparisons.
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Figure S4. Top ten up-regulated and top ten down-regulated functions in three types of
cells. Categories are shown in terms of the Z-SCORE, as represented by the left y-axis
and the -log (p-value), represented by the right y-axis. (a) Top ten up-regulated and top
ten down-regulated functions in the comparison of 3D4/21_Gps vs. 3D4/21_WT. (b) Top
ten up-regulated and top ten down-regulated functions in the comparison of PK15_Gps
vs. PK15_WT. (c) Top ten up-regulated and top ten down-regulated functions in the
comparison of PAVEC _Gps vs. PAVEC _WT.
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Figure S5. Networks for putative receptor candidates in different kinds of cells. (a) Gene
network containing F3 in PK15_GPS vs. PK15_WT related to cellular movement,
inflammatory response, skeletal and muscular system development and function. (b)
Gene network containing F3 in PAVEC_GPS vs. PAVEC _WT related to antimicrobial
response, immunological disease, inflammatory response. (c) Gene network containing
ICAM1 in PK15_GPS vs. PK15_ WT related to cancer, hematological disease,
immunological disease. (d) Gene network containing PLAUR in PK15_GPS vs. PK15_WT
related to cell-to-cell signaling and interaction, hematological system development and
function, inflammatory response. (e) Gene network containing PLAUR in PAVEC_GPS vs.
PAVEC _WT related to carbohydrate metabolism, cellular movement, connective tissue
development and function. (f) Gene network containing GPRC5A in PAVEC_GPS vs.
PAVEC _WT related to developmental disorder, hereditary disorder, metabolic disease.



