Supplementary Figure 1. RNA-Seq expression data of (A) TMPRSS2, (B) CTSB, and (C) CTSL genes from GTEXx web portal.



(A) Wfemale MW male
30s

2.5

204

1.5 4

log10(TPM+1)

1.0+

0.5

walltb il L R4

U

Gene expression for TMPRSS2 (ENSG00000184012.11)

A

|

I

0o~ MM &I&J

I T T T
[ — I — — - - L e L] N . — N . —
&, & G 8. 5. 8. 8. 8. 5. 8. 5. 5. 8 C‘C‘C‘@G‘é‘ £, Oy~ Ry
e S S e O T S Dl
@¢$G%jo£o,0‘?@ , ;ngoef 5. 047 e é«’:,,égooo,fgg% f-'qge RIS fﬁa‘gp,;;g%ﬁgos é;-e,%-f Ve, '94,(;,‘}%;%/ s o/ & G
o 2 rls 0%0’,@ S o,y Ve St 2 g S
s ,(f,’f}; 20, 519;‘9::@? (&% % 90, U S Y Se e o Se, Doy o Seor 78
Sl C2 S BN S A A 4 s Y0085, o r 05 £,
s ey, e G, @ b o s ST, U, Ve Qi 03,
7 Cse) - 09, & ﬂr S Y™ g
) C’gfyggfg”% 2 @’;9?; e, e, DS,
f# 6“9 S OOJ? "”O -O% .
A, s ey KoY
o 094, a,



(B)

log 10( TP+

: ' H 40

0.5+

Wiemale @ male Gene expression for CTSL (ENSG00000135047.14)

3.0+

1.0

ﬁb&s‘%e%'q‘?‘i"r'Q%{%é%@%@@@%ﬁf@b’ﬁ%%@’a‘,&%ﬂ?’@;”'&%%@fe& G,;& e,pls_ G’L qu G‘o 15:;(% fo' a'éirr@fb 2. %% s %ob% %@%g’: .u[—,!} % }q,ls}% %@ g;;y Q%QI%D e
R RO o R A o %f»”? S e ‘?@ B e e, iy i,

= Vah wagly %?i% A ",
Ny (e s {SS‘ i, o) Oﬂ: )

) & 5, )

oy S, '?%' R A %"%Ge pete,
*% 6%?@ fu:f.’qo WOy
.I‘"

b/ %f@j & (o



() Fremale  Fmale Gene expression for CTSB (ENSG00000164733.20)

3.5

3.0
T 254 '
=
oo
'_
=1
=
o

15
1.0
- [ T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
8 &8 _§ B § _§ | | L | | L 8§ B | . e - I | I S L8 8 8 _§ |
e 5 o ol ”% 5 ’% 1 "‘% 5 %N 5 ’Eo@,%o% YRS ORI "oa,,% o0, oo %0, ’”fra;"’*s gy g a% Koo, Sffo % %@ %,@ e 0%,
e Xe 3 2t 409 B B A My R S S, &8 %"6@ N 4 Ley S
g,,n‘-'s‘;"? Co. % ) a.&& f:qroé o r e 22 12 s, Lo 4_; 4 6‘45.
St fsce 0% ’%f,_f’ J@%;%r af“‘% ‘-"@4 (AR NG g, %’ %'v” S@"’DQ @f, 4;5%'9’43 “é? f"’w{.,. e ogo%;.
0, g Oo"“’*%’*"‘ R ’3@% 5, % d"% s o, g e o
s "oy, 9,y 7 M NS oy 1S, e
Kz o Q’f’?ﬁ"s 7 S 8,91 o K ! o
@{n éqge;i'y 4 q"bf} %2@ 7

/4 u’,{{

YA
7 96‘%@ @6‘ o‘—}%ﬁ )



Supplementary Figure 2. COVID-19 related gene sets from Enrichr web server
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Supplementary Figure 3. Effects of viral perturbations on expression profile data from NCBI GEO database.



(A) TMPRSS?2 - Severe acute respiratory syndrome expression profile
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(B) CTSB - Severe acute respiratory syndrome expression profile
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(C) CTSL - Severe acute respiratory syndrome expression profile
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Supplementary Figure 4. Effects of human diseases on expression changes. Expression changes of TMPRSS2
and CTSB/L genes leads to very different diseases patterns.
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CTSB - Pandemic and seasonal H1N1 influenza virus infections of bronchial epithelial cells in vitro
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CTSL - Pandemic and seasonal H1N1 influenza virus infections of bronchial epithelial cells in vitro
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https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179364
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179365
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179366
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179367
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179368
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179369
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179370
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179371
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179372
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179373
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179374
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1179375
https://www.ncbi.nlm.nih.gov/geoprofiles/105825536

Supplementary Figure 5. Gene Ontology (GO) analysis of TMPRSS2 and CTSB/L genes.
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Supplementary Figure 6. Possible mechanisms affecting gene expression of TMPRSS2 and CTSBI/L.
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Supplementary Figure 7. Expression of transcription factors affected in SARS infection as identified through
enriched GEO records.
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https://www.ncbi.nlm.nih.gov/geoprofiles/9269587
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM30361
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM30362
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Supplementary Figure 8. Possible mechanisms affecting gene expression of TMPRSS2 and CTSBI/L.
Identifications of the enriched GEO records of candidate transcription factors that affect expression of target
genes.
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Tmprss2 - Aortic endothelial cell response to dominant negative PPAR gamma expression in Vitro
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Profile GDS3748 /10410124
: Peroxisome proliferator-activated receptor alpha
Title . :
deficiency effect on phthalate-exposed liver
Organism Mus musculus
e —— Sample Title Value
GSM461980 PPAR WT_DEHP 1150 56 2551.4
R Y Y [ K GSM461981 PPAR WT_DEHP 1150 57 2418.97
N R W W W — ) GSM461982  PPAR WT_DEHP 1150_58 2300.34
GSM461983 PPAR WT_DEHP 1150 59 2558.59
| | | GSM461977 PPAR WT ctr 54 2547.77
200 2lela|lele|clelele|le|a|z|e|l8]s 0 GSM461978 PPAR WT_CtI'_53 2544 .5
z|l2|a|la|a|le|la|a|le|a|lala|a|a|t GSM461979 PPAR WT ctr 52 2706.45
= = x= = = = = x= = = = = = = =
Bl |G |66 |6|6|68|6|8|56|5|8|5]|85 GSM461988 PPAR KO_DEHP 1150 121 3233.75
R e — GSM461989  PPAR KO_DEHP 1150_122 3423.84
GSM461990 PPAR KO_DEHP 1150 123 3221.37
agent JE el JEF bl GSM461984 PPAR KO ctr_115 2970.05
n t
. ;gt‘cnenme rank within the sample GSM461985 PPAR KO ctr_116 2746.06
GSM461986 PPAR KO ctr_117 2755.1
GSM461987 PPAR KO _ctr_118 3142.8

PPAR-alpha knockout is associated with increased expression of the CTSL gene


https://www.ncbi.nlm.nih.gov/geoprofiles/66642329
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461980
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461981
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461982
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461983
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461976
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461977
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461978
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461979
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461988
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461989
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461990
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461984
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461985
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461986
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM461987

TMPRSS?2 - SOX transcription factor overexpression in embryonic stem cells

Profile GDS3300 /226553 _at
Title SOX transcription factor overexpression in embryonic
stem cells
Organism Homo sapiens
qop oo AHE 7 2EBERa A e~ Sample Title Value
S Jos GSM272914 CAL Cre Sox7H 53.3074
N T TS T leg GSM272916 CAL Cre Sox7I 63.4244
100 b e e e e e L Jas GSM272918 CA2 Cre Sox17D 347.613
of—= - - i i - = =0 GSM272920 CA2 Cre Sox17E 24.0521
% g % % % % g % GSM272915 CA1 NoCre Sox7H 24.0059
- uaz; w::;l f = :mm.u _ GSM272917  CALNoCreSox7l ~ 109.408
cell Ine B | souoreress | somromness | soys | oMz GSM272919  CA2 NoCre Sox17D  38.2221
= count

m percentile rank within the sample

e Dotoction Cail = anoeNT GSM272921  CA2 NoCre Sox17E  28.0096



https://www.ncbi.nlm.nih.gov/geoprofiles/53884510
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272914
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272916
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272915
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272921

CTSB - SOX transcription factor overexpression in embryonic stem cells

Profile GDS3300/ 200839 s at
Title SOX transcription factor overexpression in embryonic
stem cells
Organism Homo sapiens
GDS3300 ¢ 200839 _s_at Sample Title Value
BO00 - 100%
. . - . _ . GSM?272914 CA1 Cre Sox7H 2985.73
45["] e i iier treri rerar msssn araas mmnn e ras oo seaes rases ssraE ssrar srars mmEEE . ................ - ?5
GSM?272916 CA1 Cre Sox71 1757.14
SDDD L s ciiiiiireimnen e e s . c e i i i i siers smsmsssssssssaa smeas s . SD GSM272918 CA2 Cre Sox17D 3158.22
'ISDD I R T [ - 25 GSM272920 CA2 Cre SOX17E 4825.36
D L1 1]
= = © 5 o E @ o GSM272915  CA1l NoCre Sox/H 955.038
(2122 12[2|2]3 GSM272917 ~ CA1NoCre Sox7l ~ 1049.2
i | SOnT a1y
protoco overexpression [T control GSM?272919 CA2 NoCre Sox17D  732.798
, parental MoCre [ parental MoCre
cell line S0X7 OJEHESC | S0%17 O/E HESC Ty, S0%17
= count GSM?272921 CA2 NoCre Sox17E  1173.15

m percentile rank within the sample


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272914
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272916
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272915
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272921
https://www.ncbi.nlm.nih.gov/geoprofiles/53858988

CTSL - SOX transcription factor overexpression in embryonic stem cells

Profile GDS3300/202087_s_at
Title SOX transcription factor overexpression in embryonic
stem cells
Organism Homo sapiens
. GDS3300 / 202057 _s_at oo Sample Title Value
4000 Lol e j - GSM272914 CA1 Cre Sox7H 3344.16
R T T T |, GSM272916 ~ CALCre Sox7l  2108.18
GSM272918 CA2 Cre Sox17D  4759.38
EDDD ... &..........]0 - e W e e sl e - 25
- I I I . GSM272920 CA2 Cre Sox17E  3631.73
I I O O T I O O GSM272915  CAL NoCre Sox7H  2497.88
=l z|z|z|z|2|z2] 3
i - [ GSM272917 CA1 NoCre Sox71  1944.45
arotocol SowE7 - SOE1Y - control
e rerntal tocr- IR GSM272919 CA2 NoCre Sox17D @ 2455.53
cell line SO¥T WEHESC | S0%17 OfEHESC SOWT SO%]T

m percentile rank within the sample


https://www.ncbi.nlm.nih.gov/geoprofiles/53860236
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272914
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272916
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272915
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM272921

Tmprss2 - Transcription factor RUNX1 knockout

Profile
Title
Organism

G0E1511 / 1449369_at

160

'IED _. .........................................................
]
El:l - T
4|:| Y TR DT e
1]

GSm48917
GSm48915
GEMASHD ] j—
GSMA5922 —
GSr48919

[———
m
GSm45924 r =

GSr48920
GSM45923 p—

genotypesvariation wild type RUMH1 knockout

development stage EGS Eiz EG.S

E12

= count
m percentile rank within the sample

1007%

4

al

25

GDS1511 /1449369 _at
Transcription factor RUNX1 knockout

Mus musculus

Sample

GSM48917

GSM48918

GSM48921

GSM48922

GSM48919

GSM48920

GSM48923

GSM48924

Title
E8.5 wt.1
E8.5 wt.2
E12 wt.1
E12 wt.2
E8.5 ko.1
E8.5 ko.2
E12 ko.1

E12 ko.2

Value
98.5563
52.2892
24.4254
24.3728

157.13
97.1358
22.3922

27.6408


https://www.ncbi.nlm.nih.gov/geoprofiles/15320469
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48921
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48924

Ctsb - Transcription factor RUNX1 knockout

Profile GDS1511 / 1444987 at
Title Transcription factor RUNX1 knockout
Organism Mus musculus
. GD5E15171 £ 14443567 _at o Sample Title Value
] Je GSM48917 E8.5 wt.1 154.576
N . e . GSM48918 E8.5 wt.2 168.388
R T | GSM48921 E12 wt.1 61.9214
oL —1 ! ! ! ! c! 5_ 2 GSM438922 E12 wt.2 65.5225
% % % % % % % % GSM48919 E8.5 ko.1 77.9184
qenotype/variatin i type U Kokt GSM48920 E8.5 ko.2 72.6096
development stage EGS E12 E85 E12 GSM48923 E12 ko.1 53.62
= Count

 percentile rank within the sample GSM48924 E12 ko.2 51.1008



https://www.ncbi.nlm.nih.gov/geoprofiles/15316093
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48921
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48924

genotypelvariation

development stage

13

1651

151

1351

12

Profile
Title

Organism

Ctsl - Transcription factor RUNX1 knockout

GOE1E11 /1457724 _at

GSm4ag91 7 L m

GSM45915 m =

G5 k45921

GSh45922

GSk45919

GSMMAS920 F—

GSm48925

GSkdEE24

weilid

type

RUMNET knockout

Ed.5

El2

ES.5

E12

= Count
m percentile rank within the sample

100°%

75

150

125

GDS1511 /1457724 at

Transcription factor RUNX1 knockout

Mus musculus

Sample

GSM48917

GSM48918

GSM48921

GSM48922

GSM48919

GSM48920

GSM48923

GSM48924

Title

E8.5 wt.1

E8.5 wt.2

E12 wt.l

E12 wt.2

E8.5 ko.1

E8.5 ko.2

E12 ko.1

E12 ko.2

Value

12.3917

12.3148

17.4507

16.0288

13.783

13.3608

16.2344

16.7351


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48917
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48918
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48921
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48919
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48920
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48924
https://www.ncbi.nlm.nih.gov/geoprofiles/15328819

Supplementary Figure 9. Possible mechanisms affecting gene expression of TMPRSS2 and CTSB/L. Mostly
different transcription factors affect expression of the target genes.
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Supplementary Figure 10. Possible mechanisms affecting gene expression of TMPRSS2 and CTSBIJL.
Identification of enriched GEO records revealed that transcription factors POU5SF1 and AIRE downregulates the
expression of the target genes.



protocal

Tmprss2 - Transcription factors Nanog and Oct4 knockdown effect on embryonic stem cells

Profile
Title
Organism
GDE1E24 /1449369 _at
B
525- .............................................................................................................................
45- .............................................................................................................................
N n u " " T u
3 w - o o ] = o] 4] = [Tp] w [~ w 7]
'y} 'y} 'y} 'y} jia} o jia} v} i} jiu} i} jiu} i} jia}
jun] un] jun] un] jun] o jun] jun] un] jun] un] jun] un] jun]
=< o =< o =< =+ =< o o =< o =< o =<
7] 7] 7] 7] o o o 7] 7] 7] 7] 7] 7] o
= = = = = E = = = = = = = =
u [ip] u [ip] [Un] 0w [Un] [in] [ip] u [ip] u [ip] [Un]
s|luo|lo|lo|lo|lS o |lo|lo|lo|lo|lao|ao]| o
Cantral Manog knockdawn Octd knockdawn

n transfarmed count

m percentile rank within the sample

100%

7

1]

REs

GDS1824 / 1449369_at

Transcription factors Nanog and Oct4 knockdown

effect on embryonic stem cells

Mus musculus

Sample

GSM94856

GSM94857
GSM94858

GSM94859

GSM94860

GSM94861
GSM94862
GSM94863
GSM94864
GSM94865
GSM94866
GSM94867
GSM94868
GSM94869

Title

Parental vector, pSUPER-puro replicate 1

Parental vector, pPSUPER-puro replicate 2
Parental vector, pPSUPER-puro replicate 3

Parental vector, pSUPER-puro replicate 4

Parental vector, pSUPER-puro replicate 5

Nanog RNAI replicate-1
Nanog RNAI replicate-2
Nanog RNAI replicate-3
Nanog RNAI replicate-4
Nanog RNA replicate-5
Pou5f1 RNAI replicate-1
Pou5f1 RNAI replicate-2
Pou5f1 RNAI replicate-3
Pou5f1 RNAI replicate-4

Value

3.81676

3.83908
3.8432

3.91131

3.82767

3.8035
3.59369
3.81672
4.00128
3.84154
5.28393
5.94477
5.93279
5.80137


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94856
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94857
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94858
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94859
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94860
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94861
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94862
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94863
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94864
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94865
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94866
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94867
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94868
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94869
https://www.ncbi.nlm.nih.gov/geoprofiles/20615069
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Ctsb - Transcription factors Nanog and Oct4 knockdown effect on embryonic stem cells

Profile
Title

Organism

GDA1624 £ 1448732_at

" transformed count
n percentile rank within the sample

100%

73

a0

25

Mus musculus

Sample

GSM94856
GSM94857
GSM94858
GSM94859

GSM94860

GSM94861
GSM94862
GSM94863
GSM94864
GSM94865
GSM94866
GSM94867
GSM94868
GSM94869

GDS1824 / 1448732_at

Transcription factors Nanog and Oct4
knockdown effect on embryonic stem cells

Title
Parental vector, pPSUPER-puro replicate 1

Parental vector, pPSUPER-puro replicate 2
Parental vector, pPSUPER-puro replicate 3
Parental vector, pPSUPER-puro replicate 4

Parental vector, pPSUPER-puro replicate 5

Nanog RNA.I replicate-1
Nanog RNAI replicate-2
Nanog RNA.I replicate-3
Nanog RNA. replicate-4
Nanog RNA.I replicate-5
Pou5f1 RNAI replicate-1
Pou5f1 RNAI replicate-2
Pou5f1 RNAI replicate-3
Pou5f1 RNAI replicate-4

Value
8.39775

8.45482

8.49881

8.67404

8.71712

8.41842
8.40876
8.45788
8.68011
8.45129
9.77969
9.74865
9.95266
9.82503


https://www.ncbi.nlm.nih.gov/geoprofiles/20583221
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94856
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94857
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94858
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94859
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94860
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94861
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94862
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94863
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94864
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94865
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94866
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94867
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94868
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94869
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12375

MBS

1.1
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Ctsl - Transcription factors Nanog and Oct4 knockdown effect on embryonic stem cells

Profile
Title

Organism
GDS1824 /1451310_a_at

L | | | | | | | | | | | | |

GShMa4556
GSM94559

GSMIABSE
SSk94559 —

: :
|ega] =l ba] 5= —

GShME4557 —
GSKME4555 —
GSMMI4550 e—
GSMMI455E ] —
GSMO4SE2
GSMO456E5 —
GShE45654 —
GSMO456ES e—

Cantral Manog knackdawn et knockdown

" fransformed count
n percentile rank within the sample

100%
5

a0

23

Mus musculus

Sample

GSM94856
GSM94857
GSM94858
GSM94859

GSM94860

GSM94861
GSM94862
GSM94863
GSM94864
GSM94865
GSM94866
GSM94867
GSM94868
GSM94869

GDS1824 / 1451310 a_at

Transcription factors Nanog and Oct4 knockdown
effect on embryonic stem cells

Title

Parental vector, pPSUPER-puro
replicate 1

Parental vector, pPSUPER-puro
replicate 2

Parental vector, pPSUPER-puro
replicate 3

Parental vector, pPSUPER-puro
replicate 4

Parental vector, pPSUPER-puro
replicate 5

Nanog RNA. replicate-1
Nanog RNA: replicate-2
Nanog RNA. replicate-3
Nanog RNA. replicate-4
Nanog RNA. replicate-5
Pou5f1 RNAI replicate-1
Pou5f1 RNAI replicate-2
Pou5fl RNAI replicate-3
Pou5f1 RNAI replicate-4

Value

11.3468

11.3353

11.4391

11.6296

11.58

11.3356
11.3137
11.3768
11.4356
11.4116
12.043
12.159
12.3137
12.0377


https://www.ncbi.nlm.nih.gov/geoprofiles/20617005
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94856
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94857
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94858
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94859
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94860
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94861
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94862
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94863
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94864
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94865
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94866
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94867
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94868
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM94869

Tmprss2 - Autoimmune requlator AIRE knockout effect on thymic epithelial cells

Profile
Title

Organism

G600

4501

300

genotypesvariation

) fug) | o — -+
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] = (o] (o] o O
- o (] (] o o
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T oo o (T o T
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control AIRE knockout
= count

GOE2015 £ 14137154 _at

m percentile rank within the sample

value, Detection Call = ABSEMNT
rank, Detection Call = ABSEMNT

100%

175

150

25

GDS2015 /1419154 _at

Autoimmune regulator AIRE knockout effect on

thymic epithelial cells
Mus musculus
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566.B6
568.B6
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567.KO
569.KO
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Value
232.1
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https://www.ncbi.nlm.nih.gov/geoprofiles/23632385
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM47956
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48039
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48042
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48038
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48041
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48044

Ctsb - Autoimmune requlator AIRE knockout effect on thymic epithelial cells
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= count

m percentile rank within the sample
value, Detection Call = ABSEMT
rank, Detection Call = ABSEMNT


https://www.ncbi.nlm.nih.gov/geoprofiles/23630721
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM47956
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48039
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48042
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48038
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48041
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48044

Ctsl - Autoimmune regulator AIRE knockout effect on thymic epithelial cells

Profile GDS2015/ 1451310 a at
: Autoimmune regulator AIRE knockout effect on thymic
Title 1
epithelial cells
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= count

m percentile rank within the sample
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rank, Detection Call = ABSEMT


https://www.ncbi.nlm.nih.gov/geoprofiles/23648273
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM47956
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48039
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48042
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48038
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48041
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM48044

Supplementary Figure 11. GSEA identify Estradiol and Retinoic acid as potential drug candidate against
SARS-CoV-2 infection.
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Supplementary Figure 12. Estradiol and Retinoic acid as potential drug candidate mitigating COVID-19
Infection. Both estradiol and retinoic acid inhibit TMPRSS2 and CTSB/L genes as shown by enriched GEO
records.



TMPRSS? - Endothelial cell response to estradiol in vitro
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GSM418131
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Control, rep 2
Control, rep 3
Estradiol, rep 1
Estradiol, rep 2
Estradiol, rep 3

Value
114.23
53.63
18.87
22.92
46.92
15.16


https://www.ncbi.nlm.nih.gov/geoprofiles/62008144
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131
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Endothelial cell response to estradiol in vitro
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GSM418126

GSM418127
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GSM418129

GSM418130

GSM418131
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Control, rep 1
Control, rep 2
Control, rep 3
Estradiol, rep 1
Estradiol, rep 2
Estradiol, rep 3

Value
721.23
831.93
909.18
783.53
817.08
801.53


https://www.ncbi.nlm.nih.gov/geoprofiles/62035516
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131

CTSL - Endothelial cell response to estradiol in vitro

Profile GDS3600 / 202087 _s_at

Title E.ndothellal cell response to estradiol in
vitro
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GOS3600 F 202087 _5_at
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https://www.ncbi.nlm.nih.gov/geoprofiles/62009836
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131

TMPRSS?2 - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
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monocyte from donor 1
stimulated with CTRL
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stimulated with CTRL
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stimulated with CTRL
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stimulated with CTRL
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stimulated with ATRA
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stimulated with ATRA
monocyte from donor 3
stimulated with ATRA
monocyte from donor 4
stimulated with ATRA
monocyte from donor 1
stimulated with 1,25D
monocyte from donor 2
stimulated with 1,25D
monocyte from donor 3
stimulated with 1,25D
monocyte from donor 4
stimulated with 1,25D

Value

87.4565

53.2887

61.3627

90.4528

132.264

31.4246

80.7065

47.3273

32.2077

175.044

54.7452

80.8336


https://www.ncbi.nlm.nih.gov/geoprofiles/112736750
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901

CTSB - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated peripheral
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Sample

GSM1127890

GSM1127891

GSM1127892

GSM1127893

GSM1127894

GSM1127895

GSM1127896

GSM1127897

GSM1127898

GSM1127899

GSM1127900

GSM1127901

Title

monocyte from donor 1 stimulated with
CTRL

monocyte from donor 2 stimulated with
CTRL

monocyte from donor 3 stimulated with
CTRL

monocyte from donor 4 stimulated with
CTRL

monocyte from donor 1 stimulated with
ATRA

monocyte from donor 2 stimulated with
ATRA

monocyte from donor 3 stimulated with
ATRA

monocyte from donor 4 stimulated with
ATRA

monocyte from donor 1 stimulated with
1,25D

monocyte from donor 2 stimulated with
1,25D

monocyte from donor 3 stimulated with
1,25D

monocyte from donor 4 stimulated with
1,25D

Value

13965.2

13343.6

13961.5

13361.3
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10843.2

14423.7
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14567.6
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17895.4

13076.8


https://www.ncbi.nlm.nih.gov/geoprofiles/112732487
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901

CTSL - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
peripheral blood monocytes
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EleElEIElIEIE|IREIE]IEIE B | GSM1127896 y ) 6471.42
S N I O T S I I I R B with ATRA
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» percentile rank within the sample GSM1127901 monocyte from donor 4 stimulated 4659.58
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https://www.ncbi.nlm.nih.gov/geoprofiles/112733736
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901

Supplementary Figure 13. Effect of Estradiol and Retinoic acid as putative modulators of transcription-factor

binding sites of target genes, TMPRSS2 and CTSB/L. Estradiol upregulates s the expression of PPARy, and PPARa,
while downregulates the expression of SOX17 and RUNX1 genes. All-trans retinoic acid increased the expression of PPARYy

and PPARa, while decreased the expression of SOX17 in human peripheral blood monocytes.
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https://www.ncbi.nlm.nih.gov/geoprofiles/62016229
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131

PPARG - Estradiol effect on breast cancer cell line: time course
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https://www.ncbi.nlm.nih.gov/geoprofiles/53281929
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289651
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289652
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289653
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289654
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289655
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289656
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289657
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289658
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289659

PPARA - Endothelial cell response to estradiol in vitro
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https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131
https://www.ncbi.nlm.nih.gov/geoprofiles/62014617

PPARA - Estradiol effect on breast cancer cell line: time course
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GSM289653

GSM289654

GSM289655

GSM289656

GSM289657

GSM289658

GSM289659

Title
Bulun 1-3h-
Bulun 2-3h-
Bulun 3-3h-
New 3 hr1l
New 3 hr 2
New 3 hr 3
Bulun 1-6h+
Bulun 2-6h+
Bulun 3-6h+

Value
6.25086
6.486
6.37529
6.486
6.62351
6.486
6.62949
6.486
6.40405


https://www.ncbi.nlm.nih.gov/geoprofiles/53268318
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289651
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289652
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289653
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289654
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289655
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289656
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289657
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289658
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM289659

agent

40

Fi=

51

45

a0

GDE36E00 F 206570_at

PPARA - Endothelial cell response to estradiol in vitro

[ |
I =
(i} [~ (o] (] i_ i
o4 o c c o S
o0 o0 0o 0o o0 L
-t -t -t =t o h =T
= = = = = =
(i) (i) (Tn] (Tn] oo L
L L L5 L5 L [

control estradiol
= count

m percentile rank within the sample

100%

Fi=

=l

25

Sample
GSM418126

GSM418127

GSM418128

GSM418129

GSM418130

GSM418131

Title
Control, rep 1
Control, rep 2
Control, rep 3
Estradiol, rep 1
Estradiol, rep 2
Estradiol, rep 3

Value
41.25
46.49
31.15
51.59
76.8
70.64


https://www.ncbi.nlm.nih.gov/geoprofiles/62014617
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131

agent

450

440

400

J60

320

SOX17 - Endothelial cell response to estradiol in vitro

Profile GDS3600 / 230943 at
Title Endothelial cell response to estradiol in vitro
Organism Homo sapiens

GOS3600 7 23034.5_at

100%
. -?5 Sample Title
B P ley GSM418126  Control, rep 1
GSM418127  Control, rep 2
B | """""" | """""" I """""""""""""""" I GSM418128  Control, rep 3
= - = = !_ ! 0 GSM418129  Estradiol, rep 1
% % % % § = GSMA418130  Estradiol, rep 2
= = 7 7 = = .
5 5 5 5 5 Lo GSMA418131  Estradiol, rep 3
control estradiol
= count

m percentile rank within the sample

Value
479.89
378.72
391.59
359.99

348
353.19


https://www.ncbi.nlm.nih.gov/geoprofiles/62038498
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418126
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418130
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM418131

Runx1 - Estradiol effect on the ischemic brain

Profile GDS2311/L35271 at
Title Estradiol effect on the ischemic brain
Organism Rattus norvegicus

HOE2511 S Laa2r1_at

175 100%%
1om b e B —e Sample Title
- Placebo treated ipsilateral
izsr-—--®-- Q- S0 GSM120463 to stroke P6IC-1a
ook B R e Placebo treated ipsilateral
I GSM120464  to stroke replicate P6IC-
2a
B (] o — (¥ | o
s o = 2 Estrogen treated
= = = = GSM120461 ipsilateral to stroke E6IC-
= = = =
i i £ i la
Estrogen treated
agent control 1 Fheta-estradiol GSM120462  ipsilateral to stroke
= count replicate E6IC-2a

m percentile rank within thhe sample

Value

152.4

165.7

146.7

98.5


https://www.ncbi.nlm.nih.gov/geoprofiles/30027280
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM120463
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM120464
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM120461
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM120462

PPARG - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated peripheral
blood monocytes

Profile GDS4860 /208510 s _at
All-trans retinoic acid (ATRA) vitamin A and 1,25-
Title dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
peripheral blood monocytes
Organism Homo sapiens
Sample Title Value
GSM1127890 mt‘?”ocly:e dfrof‘:hdéﬁgl_l 207.327
GDS4660 / 208510_s_at stimu ;e fW' s
375 100% monocyte from donor
GSM1127891 stimulated with CTRL 363.093
monocyte from donor 3
S0 e e eeeee e e e e e e et e s e s et e s e e e e {7z GSM1127892 stimul?'::e d with CTRL 145.655
| |
. - " . . " monocyte from donor 4
2o b W L SUUU T TR T ENITY TP PRI 450 w Stimu'ated W|th CTRL 181.838
monocyte from donor 1
GSM1127894 stimulated with ATRA 138.577
I I I ESMIL278% stimulated with ATRA 300.076
7o — — 19 monocyte from donor 3
= ur] = = > & = & = = = = GSM1127896 . . 120.906
% g % E E % % E E % % E GSMI127897 stimulated with ATRA 196.165
monocyte from donor 1
GSM1127898 . . 182.698
agent control witarnin & (TR vitarnin O (1,2503) sﬂmul;:ei W'thd1’25D2
monocyte from donor
o ronar | Honor 1 GSM1127899 stimulated with 1,25D 265.993
individual donor 2 |donor 3 |donor + donor 2 |donor 3 |donar 4 | donor 1| donor 2 |donor 3 |donor 4 monocyte from dc;nor 3
= count GSMI127900 stimulated with 1,25D 195.055
m percentile rank within the sample
GSM1127901 monocyte from donor 4 177.124

stimulated with 1,25D


https://www.ncbi.nlm.nih.gov/geoprofiles/112740129
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901

PPARG - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated

Profile
Title
Organism
GDS4860 F 208510_s_at
375
3|:":| e T I T e e,
[
[ - u u [ [
[ | [ |
225 . - ........................................................ -
[ = ol o =+ Ty} o [ oo o [ =
[ ) fug] fug] o [ o m fig] [ = =
fia] oo oo oo ] fia] fia] oo oo ] fi] o
I~ = I~ I~ - I~ I~ I~ I~ - - [~
[l o [t} [t} ] [l [l [t} [t} ] [l B
= = = = = = = = = = = =
T u o o T T T o o T T o2
(] o L5 L5 (] (] (] L5 L5 (] (] -
agent control witarnin & (ATFA) witarnin O {1,2503)
o Honor 1 clonor 1
individual donor 2 |donor 3 |donar 4 donor 2 |[donor 3 |[donar 4 | donor 1| donor 2 |donar 5 |danok +
= count

peripheral blood monocytes

m percentile rank within the sample

GDS4860 / 208510 s at
All-trans retinoic acid (ATRA) vitamin A and 1,25-

dihydroxyvitamin D3 (1,25D3) vitamin D stimulated

peripheral blood monocytes

Homo sapiens

1007%

=]

50

25

Sample

GSM1127890
GSM1127891
GSM1127892
GSM1127893
GSM1127894
GSM1127895
GSM1127896
GSM1127897

GSM1127898

GSM1127899

GSM1127900

GSM1127901

Title

monocyte from donor 1 stimulated with CTRL
monocyte from donor 2 stimulated with CTRL
monocyte from donor 3 stimulated with CTRL
monocyte from donor 4 stimulated with CTRL
monocyte from donor 1 stimulated with ATRA
monocyte from donor 2 stimulated with ATRA
monocyte from donor 3 stimulated with ATRA
monocyte from donor 4 stimulated with ATRA
monocyte from donor 1 stimulated with 1,25D
monocyte from donor 2 stimulated with 1,25D
monocyte from donor 3 stimulated with 1,25D

monocyte from donor 4 stimulated with 1,25D

Value

207.327

363.093

145.655

181.838

138.577

300.076

120.906

196.165

182.698

265.993

195.055

177.124


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901
https://www.ncbi.nlm.nih.gov/geoprofiles/112740129

PPARG - Trans-retinoic acid and hydrocortisone induction of Na+/I- symporter in MCF-7 breast cancer cells

Profile GDS4082 /208510 s_at
Title Trans-retinoic acid and hydrocortisone induction of
Na+/I- symporter in MCF-7 breast cancer cells
Organism Homo sapiens
GDS4082 / 208510_s_at ;
g —- 0L Sample Title Value
|
l GSM797428 MCF-7 cell_tRA_12hr_biological repl 7.37256
] ] ] il ]
|2l | &8 | E|E
c |2 |2 | & | E | E GSM797431 MCF-7 cell_tRA_12hr_biological rep2  7.27727
(5] (5] (5] o (] (5]
L L L o L L
i , - e CAEE GSM797429 MCF-7 cell_tRA-H_12hr_biological repl  7.64706
agen D50 wehicle | tens refinoic acid acidshudrocortisone
" transformed count GSM797432 MCF-7 cell_tRA-H_12hr_biological rep2  7.21168

m percentile rank within the sample


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797427
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797430
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797428
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797431
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797429
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797432
https://www.ncbi.nlm.nih.gov/geoprofiles/78246829

PPARA - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated peripheral
blood monocytes

Profile GDS4860 /223438 s at
All-trans retinoic acid (ATRA) vitamin A and 1,25-
Title dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
peripheral blood monocytes
Organlsm Sample Title Value Rank
GDS48E0 / 223438 s at monocyte from donor 1
- _5_ - GSM1127890 stimulated with CTRL 370.684 71
GSM1127891 monocyte fromdonor2 554 4 71
45':' ........................................................... P e s s . .............. - ?5 StImUIated Wlth CTRL
. " = . . = . " monocyte from donor 3
| |
GSM1127892 stimulated with CTRL 361.137 70
3?5 e IO IO OO OO - 5':' monocyte from donor 4
GSM1127893 stimulated with CTRL 313.866 69
3':":' T I O T O e e e N ey e e 25 monocyte from donor 1
‘ GSM1127894 stimulated with ATRA 229.664 64
225 o = e 11 monocyte from donor 2
% % % % % % % Eﬁ § % § E G5M1127895 stimulated with ATRA 437.36 74
il = il il il il il il il il il - monocyte from donor 3
% z % % % % % % % % % z G5M1127896 stimulated with ATRA 402.443 72
= — =2 =2 = = =2 =2 =2 = = — monocyte from donor 4
GSM1127897 onocyte fro 450.919 75
agent contral vitarmir & (ATFiA) vitamin O (1 25033 stimulated with ATRA
monocyte from donor 1
o conor 1 conor 1 GSM1127898 . . 330.744 70
individual donor 2 [donor 3 |donor 4+ donor 2 [donor 3 |donar 4 | donor 1] donor 2 |donor 3 (donor 4 - stimulated with 1,25D
= count GSM1127899 monocyte fromdonor2 15, , 543 69
= petcentile rank within the sample stimulated with 1,25D
monocyte from donor 3
GSM1127900 stimulated with 1,25D 436.838 73
GSM1127901 monocyte from donor4 450 o) g 71

stimulated with 1,25D


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901
https://www.ncbi.nlm.nih.gov/geoprofiles/112727879

PPARA - Trans-retinoic acid and hydrocortisone induction of Na+/I- symporter in MCF-7 breast cancer cells

Profile
Title

Organism

2.85

=0 o

525

GOS4062 F 2234368_5_at

- (o] (o] — (u] (|
[t (] | ) (| (]
=t =t =t = =+ =t
I~ -~ -~ r- [~ [~
o fu] fu] a2 fu] fu]
- -~ -~ r- I~ I~
= = = = = =
(] (7H] (7H] o (] (]
(] (] (] L] (i (i
tans retinoic
OMS0 wehicle | trens retinoic acd acidshydrocarfisons

agent

® fransformed count
m percentile rank within the sample

1007%.

=

150

125

GDS4082 / 223438 s at
Trans-retinoic acid and hydrocortisone induction of

Na+/I- symporter in MCF-7 breast cancer cells

Homo sapiens

Sample

GSM797427

GSM797430

GSM797428

GSM797431

GSM797429

GSM797432

Title

MCF-7 cell_ DMSO_12hr_biological repl

MCF-7 cell_DMSO_12hr_biological rep2

MCEF-7 cell_tRA_12hr_biological repl

MCF-7 cell_tRA_12hr_biological rep2

MCF-7 cell_tRA-H_12hr_biological repl

MCF-7 cell_tRA-H_12hr_biological rep2

Value

5.61195

5.29527

5.8455

5.58719

5.69397

5.44866


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797427
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797430
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797428
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797431
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797429
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797432
https://www.ncbi.nlm.nih.gov/geoprofiles/78233218

SOX17 - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
peripheral blood monocytes

Profile GDS4860 / 230943 _at
All-trans retinoic acid (ATRA) vitamin A and 1,25-
Title dihydroxyvitamin D3 (1,25D3) vitamin D stimulated
peripheral blood monocytes
Organism Homo sapiens Sample Title Value
monocyte from donor 1
GDS48E0 £ 230343 _at &3M1127890 stimulated with CTRL 47.5317
1a0% monocyte from donor 2
CSMLIZT8IL  ilated with CTRL 17.2277
.................................... {7= monocyte from donor 3
GSM1127892 stimulated with CTRL 48.5429
monocyte from donor 4
GSM1127893 stimulated with CTRL 55733
monocyte from donor 1
N L T W e GSM1127894 stimulated with ATRA 14.9672
monocyte from donor 2
— GSMLLZIEY  gimulated with ATRA | >>2071
2 & 2 2 2 2 2 2 2 2 2 = monocyte from donor 3
I~ M~ I~ M~ I~ M~ M~ I~ I~ M~
S I < < R R A GSMILZI8% | gimulated with ATRA |~ 129049
Ele|E|E|E|E|8|5|8|8|8]¢ GSMilo7g7 | Monocyte fromdonord g, gy
E— stimulated with ATRA '
agent o itamin A (ATRA) itamin D {1 2503) monocyte from donor 1
o e il GSM1127898 stimulated with 1,25D 49.2975
o Conor 1 Conor 1
individual donor 2 [donor 3 [donor + donor 2 (donor 3 |donor 4 | donor 1| donor 2 [donor 5 (donor + GSM1127899 m(?nocyte from donor 2 43.6532
S — stimulated with 1,25D
= count monocyte from donor 3
m percentile rank within the sample GSM1127900 stimulﬁed with 1.25D 36.5967
value, Detec_:tin:un Call = ABSENT ; q : 4
rank, Detection Call = ABSENT GSM1127901 monocyte from donor 40.3322

stimulated with 1,25D


https://www.ncbi.nlm.nih.gov/geoprofiles/112762398
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901

Supplementary Figure 14. Effect of Estradiol and Retinoic acid as putative modulators of transcription factors

targeting key genes, TMPRSS2 and CTSB/L. Both Estradiol and retinoic acid increases the expression of POU5F1 and

AIRE iIn various cells.



Profile
Title
Organism

GDE1058 £ 103075 _at

Pou5fl - Uterus response to 17beta-estradiol: time course

GDS1058 /103075 at
Uterus response to 17beta-estradiol: time course
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(e (N T T T O O O T T L N N O O O N T N S O N O O T A I O S O I O T T I I T (T
time h 2h 4 &h 24k 45 h 72h
agent untreated estrogen untreated estrogen untreated estrogen untreated estrogen untreated estrogen untreated estrogen untreated estrogen
= count
m percentile rank within the sample

value, Detection Call = ABSEMT
rank, Detection Call = ABSEMNT


https://www.ncbi.nlm.nih.gov/geoprofiles/9630204

160

120

&0

agent

POU5SF1 - Endometrium response to tamoxifen and low dose estradiol combination therapy

Profile

Title

Organism

GDS27E / MmusTa.228a.1.01_at

GSM362921 L

GSRMIE2922 j—
GSRMIE2925 f—

GSMIEZ2924 [—

GSMIEZY25 —

GSMIEZN2E e—
GSMIEZ2Y2T e—

GSMMIE2925 [——

GSM3629249

GSMIE2930 _

GEMIEI0S | j—

GEMIB2G32 f—

GSkMIB2955 — .
G5M362936 |_ -

GESMIE203 | —

GESM3E2933

contral

estradial

tarnaxifen

estradiol and tamoxifen

" count
percentile rank within the sample

GDS5278 / MmuSTS.2285.1.51_at

Endometrium response to tamoxifen and low dose
estradiol combination therapy

Macaca mulatta

100%

7

]

Sample
GSM362921

GSM362922

GSM362923

GSM362924

GSM362925

GSM362926

GSM362927

GSM362928

GSM362929

GSM362930

GSM362931

GSM362932

GSM362933

GSM362934

GSM362935

GSM362936

Title
Control 1
Control 2
Control 3
Control 4
Estradiol 1
Estradiol 2
Estradiol 3
Estradiol 4
Tamoxifen 1
Tamoxifen 2
Tamoxifen 3
Tamoxifen 4
Estradiol and Tamoxifen 1
Estradiol and Tamoxifen 2
Estradiol and Tamoxifen 3
Estradiol and Tamoxifen 4

Value
20.8885
22.6518
24.1384
54.7128
28.1372
36.2051
31.9254

77.119
92.0267
66.4209
44.0479
49.8232
144.056

46.257
69.7781
37.8983


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362921
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362924
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362925
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362926
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362927
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362928
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362929
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362930
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362931
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362932
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362933
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362934
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362935
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362936
https://www.ncbi.nlm.nih.gov/geoprofiles/120424043
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AIRE - Endometrium response to tamoxifen and low dose estradiol combination therapy

Profile
Title

Organism

GOE2278 / MmugDMAT7322.1.51 _at
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cartrol estradial tamoxzifen estradiol and tamoxifen
B count

m percentile rank within the sample

value, Detection Call = ABSERMT
rank, Detection Call = ABSENT

GDS5278 / MmugDNA.17322.1.51_at

Endometrium response to tamoxifen and low dose

estradiol combination therapy

Macaca mulatta

1007%

75

{50

{25

Sample
GSM362921

GSM362922

GSM362923

GSM362924

GSM362925

GSM362926

GSM362927

GSM362928

GSM362929

GSM362930

GSM362931

GSM362932

GSM362933

GSM362934

GSM362935

GSM362936

Title
Control 1
Control 2
Control 3
Control 4
Estradiol 1
Estradiol 2
Estradiol 3
Estradiol 4
Tamoxifen 1
Tamoxifen 2
Tamoxifen 3
Tamoxifen 4
Estradiol and Tamoxifen 1
Estradiol and Tamoxifen 2
Estradiol and Tamoxifen 3
Estradiol and Tamoxifen 4

Value
89.668
87.1643
43.7563
71.982
87.5857
59.7849
80.9651
107.353
113.259
69.3022
57.8455
69.0462
73.5671
77.8509
69.9955
73.2797


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362921
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362922
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362923
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362924
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362925
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362926
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362927
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362928
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362929
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362930
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362931
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362932
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362933
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362934
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362935
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM362936
https://www.ncbi.nlm.nih.gov/geoprofiles/120385885
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Alire - Uterus response to 17beta-estradiol: time course

Profile GDS1058 /97159 at
Title Uterus response to 17beta-estradiol: time course

Organism Mus musculus
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GOS1056 7 37159 _at

) =T o (L] L [n] o (L] ] [n] [~ — - o (] L] o [n ] =T ] = L — L [~ (] [Ln] o [y [ (o} = o — L o m [Ln] [ =% [~ s
Dl |lmwa|l=lw|B|=a|@m =2 F ===+ Bm|F 0o |m | wae || | wn | &)= |(w | =
~lolaol~lolaol~|lolal~lao|l2|Tlaojl2~lojlaol~-l2la|~|2l2]r~|l2l2|~-|l2jle|l~-|la2la|llcla~|laolo|l~]2 |2
—|laea|la|l—-—|2|la|l—|o|la]|l—2o|2@|=l2|c|—-—|2|a|l—-—|2]a|—|2|S]|—|2|a|l—|2|c|l—]|2|co|l=|lSc]|a|—|S|l2]|l—|2|2
mlx |||l ||l m|lglxg|lo|lagalax|n|lX|lagalnlx|lg|m]lax|l7g|w]laxl=|@|a]lx|o|lax|F]|o]l=x|F
ZElzlzlzlzlzlzlz|lzlzlziz|lzlzlzlzlzlzlzlzlz|lzlZlzlzlzlzizlzlzlZzlzlzlslzlzlZlzlzlzl=z|=E
[Tl TR T = T TR T T R T TR ISE A I E A T T T TR T TR T T T EA TR TR T T T TR T T T T SRR TR TR TR T TR T TR R
Pk T I T S T N T N T T A I T A T O O T A O I T e A O O I I T I I O S I T N A A I I O (S O I O (N
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unitreated estrogen unitreated estrogen uritreated estrogen untreated estrogen untreated estrogen unitreated estrogen unitreated estrogen
= count

s percentile rank within the sample

value, Detection Call = ABSENT
rank, Detection Call = ABSENT
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75

150

25


https://www.ncbi.nlm.nih.gov/geoprofiles/9638186

Poubfl - Retinoic acid effect on CD4+ T cells from spleen/lymph nodes

Profile
Title
Organism
GO53840 £ 1417345 _at
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agent Control Rod1-5253 retinnic acid
® count

m percentile rank within the sample
value, Detection Call = ABSENT
rank, Detection Call = ABSENT

100%

75

150

125

GDS3840/ 1417945 _at

Retinoic acid effect on CD4+ T cells from
spleen/lymph nodes

Mus musculus

Sample

GSM515084

GSM515124

GSM515127

GSM515128

GSM515125

GSM515126

Title

[CD4+ T-
Cells]_[Control] _[1]
[CD4+ T-
Cells]_[Control] _[2]
[CD4+ T-Cells] _[Ro]_[1]
[CD4+ T-Cells] _[RO]_[2]
[CD4+ T-Cells] _[RA]_[1]
[CD4+ T-Cells]_[RA] _[2]

Value

7.51068

1.05866

0.665932
8.56459
6.44787
1.28111


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515084
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515124
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515125
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515126
https://www.ncbi.nlm.nih.gov/geoprofiles/69761576

Aire - Retinoic acid effect on CD4+ T cells from spleen/lymph nodes

Profile GDS3840/ 1419241 a at
. Retinoic acid effect on CD4+ T cells from
Title
spleen/lymph nodes
Organism Mus musculus
GDE3840 /1419241 _a_at
16 100%
T -
Sample Title Value
S I A N 17" GSM515084 [CD4+ T-Cells]_[Control] [1] 0.644794
I S GSM515124  [CD4+ T-Cells]_[Control]_[2]  8.97368
GSM515127  [CD4+ T-Cells]_[Ro] _[1] 0.895967
B T e T GSM515128  [CD4+ T-Cells]_[RO]_[2] 8.49716
SlE e B e GSM515125  [CD4+ T-Cells]_[RA]_[1] 6.50363
I - GSM515126  [CD4+ T-Cells]_[RA]_[2] 12.5205
agent Contral Rod1-5253 retinoic acid
= count

m percentile rank within the sample
value, Detection Call = ABSENT
rank, Detection Call = ABSENT


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515084
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515124
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515127
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515128
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515125
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM515126
https://www.ncbi.nlm.nih.gov/geoprofiles/69762872

Profile

AIRE - All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin D3 (1,25D3) vitamin D stimulated

Title

Organism

120
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30

arent

indivicdual

GO54860 F 208090_s_at

peripheral blood monocytes

m percentile rank within the sample

value, Detection Call = ABSEMNT
rank, Detection Call = ABSEMNT
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contral vitamirn & (ATRAY vitamin D {1,2503%
clonor 1 conor 1
donor 2 |donor 3 |donor 4 donor 2 [donor 3 [donor 4 | donor 1| donor 2 |donor 5 |danar +
B caount

GDS4860/208090_s_at

All-trans retinoic acid (ATRA) vitamin A and 1,25-dihydroxyvitamin
D3 (1,25D3) vitamin D stimulated peripheral blood monocytes

Homo sapiens

100%

75

al

25

Sample

GSM1127890
GSM1127891
GSM1127892
GSM1127893
GSM1127894
GSM1127895
GSM1127896
GSM1127897
GSM1127898
GSM1127899
GSM1127900

GSM1127901

Title

monocyte from donor 1 stimulated
with CTRL

monocyte from donor 2 stimulated
with CTRL

monocyte from donor 3 stimulated
with CTRL

monocyte from donor 4 stimulated
with CTRL

monocyte from donor 1 stimulated
with ATRA

monocyte from donor 2 stimulated
with ATRA

monocyte from donor 3 stimulated
with ATRA

monocyte from donor 4 stimulated
with ATRA

monocyte from donor 1 stimulated
with 1,25D

monocyte from donor 2 stimulated
with 1,25D

monocyte from donor 3 stimulated
with 1,25D

monocyte from donor 4 stimulated
with 1,25D

Value

69.8075

38.9471

34.6725

114.731

10.2908

47.9749

11.5769

45.8082

13.4956

48.5224

76.7651

30.6412


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127890
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127891
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127892
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127893
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127894
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127895
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127896
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127897
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127898
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127899
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127900
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1127901
https://www.ncbi.nlm.nih.gov/geoprofiles/112739720

AIRE - Trans-retinoic acid and hydrocortisone induction of Na+/I- symporter in MCF-7 breast cancer cells

Profile GDS4082 / 208090 s at
Title Trans-retinoic acid and hydrocortisone induction of
Na+/I- symporter in MCF-7 breast cancer cells
Organism Homo sapiens
GD=4082 / 208030_s5_at :
B3 - - |00 Sample Title Value
E D?S N P P - ?5 GSM797427 MCF_7 Cell_DMSO_lzhr_biOlOgica| repl 6.1288
u |
585 N . TR RN - SD GSM797430 MCF-7 Ce||_DMSO_12hr_bio|ogica| repz 5.82699
I GSM797428 MCF-7 cell_tRA 12hr_biological repl 5.60963
o I - - - -
i i g E i g GSM797431 MCF-7 cell_tRA_12hr_biological rep2 6.11376
= |l 8 |l & |l @ | B8 || &
7 7 5 - 7 5
han= retinoic GSM797429 MCF-7 cell_tRA-H_12hr _biological repl 6.06219
agent DMS0 vehicle | fransrefinoicacid | o000 L
® transformed count GSM797432 MCF-7 cell _tRA-H 12hr_biological rep2 6.17603

m percentile rank within the sample


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797427
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797430
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797428
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797431
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797429
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM797432
https://www.ncbi.nlm.nih.gov/geoprofiles/78246420

Retinoic Acid
(40)

Estradiol
(3395)

Gordan
(332)

Supplementary Figure 15. Bipartite combination of estradiol and retinoic acid target 45% of human proteins
prey for SARS-CoV-2 proteins and interfere with the functions of all but one SARS-CoV-2 proteins..



Supplementary Figure 16. Identification of miRNAs regulating the expression of TMPRSS2 and CTSB/L. The
MIRNA, hsa-miR-379 increased upon infection with influenza A infection in dendritic cells and in peripheral blood of

Parkinson’s disease patients, indicating a candidate miRNA to target.



TargetScan microRNA 2017

Enriched Terms
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Input Genes

CTSL



MIR379 - Influenza A effect on plasmacytoid dendritic cells

Profile
Title
Organism

GOSEO0ES F ILMM_53309769
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infection influenza &, hio virus control

o clonor 1

individual donor 2 | donor 3 | donor 4 [darar & pEonor 1| donor 2 [ donor 3 | donor 4 | donor 5

® count

m percentile rank within the sample

GDS6063 / ILMN 3309769
Influenza A effect on plasmacytoid dendritic cells

Homo sapiens

1007%

Fi=]

150

125

Sample

GSM1684096

GSM1684098

GSM1684100

GSM1684102

GSM1684104

GSM1684095

GSM1684097

GSM1684099

GSM1684101

GSM1684103

Title

Donor 1 - Influenza treated - 8h

Donor 2 - Influenza treated - 8h

Donor 3 - Influenza treated - 8h

Donor 4 - Influenza treated - 8h

Donor 5 - Influenza treated - 8h

Donor 1 - No virus control - 8h

Donor 2 - No virus control - 8h

Donor 3 - No virus control - 8h

Donor 4 - No virus control - 8h

Donor 5 - No virus control - 8h

Value

90.0956

89.9721

92.1566

101.814

95.8511

95.7292

80.1677

97.9748

95.798

101.084


https://www.ncbi.nlm.nih.gov/geoprofiles/132388020
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684096
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684098
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684100
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684102
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684104
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684095
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684097
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684099
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684101
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1684103

MIR379 - Early Parkinson's disease: peripheral blood

Profile
Title
Organism

GOEa646 f ILMM_3303769
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disease state Parkinson's disease healthy
o Eopd cantral pooled
individual patient 1| patient 2 |patient 3| patient + F_'D contral 1|confrol 2 contral 4
picients 3 canfrals
= count

m percentile rank within the sample
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75
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25

GDS5646 / ILMN_3309769

Early Parkinson's disease: peripheral blood

Homo sapiens

Sample
GSM1318547

GSM1318548

GSM1318549

GSM1318550

GSM1318551

GSM1318552

GSM1318553

GSM1318554

GSM1318555

GSM1318556

Title
PD patient 1
PD patient 2
PD patient 3
PD patient 4
RNA pool from PD patients 1-5
Healthy control 1
Healthy control 2
Healthy control 3
Healthy control 4
RNA pool from PD controls1-5

Value
22.55
6.24

0.93


https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318547
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318548
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318549
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318550
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318551
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318552
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318553
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318554
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318555
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSM1318556
https://www.ncbi.nlm.nih.gov/geoprofiles/129815520

