Extended Data Fig. 1
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Extended Data Fig. 2
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Extended Data Fig. 3
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Extended Data Fig. 4
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Extended Data Fig. 5
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Extended Data Fig. 6
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Extended Data Fig. 7

scRNA

snATAC

Log.FC (vs. RPMI) of TIGs in Monocytes, TIGs in Monocytes, Day6
In Day6+4h W W
&

) )
«° @%bg’ \Q\o 000 PfRz

&°

W

T TEm e E—
Type Type
=T oxeLe o
. CLEC7A CLEC7A
module 3 (n-64) N = e
IFI30 IFI30
GBP1 GBP1
CD274 CD274
module 2 (n=96) ccLe ccLs
1DO1 IDO1
GCH1 GCH1
IFIH1 IFIHT
oast oast
module 6 (n=133) i s
IFIT1 IFIT1
IFIT2 IFIT2
CXCL11 CXCL11
1SG15 1SG15
CXCL10 CXCL10
module 5 (n=162) TNF TNF
LB LB
CEBPD CEBPD
IL1R1 IL1R
IRAK1 IRAK1
cD1D cD1D
modul n=82 sop2
odule 8 (n=82) SO02  LogFC vs. RPMI sobz LSQFS vs. RPMI
NFE2L2  (Day6+4h) vtz (D2Y6)
P2RX7 P2RX7
C5AR1 i 2 C5AR1 - 2
NLRP3 NLRP3
PSTPIP1 PSTPIP1
module 9 (n=265) 0 0
! -2 l -
CEBPA CEBPA
% SIGLEC9 _/— SIGLECS
_/— NFKBIA % NFKBIA
CARD9 CARD9
_ NFKBID NFKBID
module 7 (n=237) f MAP3K11 f MAP3K11
TREM2 TREM2
L8 L8
S100A4 S100A4
CHI3L1 CHI3L1
FN1 r FN1
mosuio 1 (oott) |l e
module 4 (n=27) [ —— A [ 1 2 e

TIG-closest peak in Monocytes, Day6

.\\\>a
(O
o o @ W@

Type

= 'CXCL1B (ehr17-4739261-479396)
STAT! (chv2-191014018-191014250)
STAT! (chr2-181020200-191020320)
TN 130 (cnr19-18173642-18173673)
- GBP1 (chri-89065160-89065360)
2 C0274 (cho-5450525-5450596)

2 cot enr 7)

\- GeHi (ehra-54902321-54902663)

—— IFIH1 (chr2-162267079-162267199)
- 0881 iz 1zm0r0io- 1 12007210)
/- Coi63 eiz-7505645-7503893)

IFIT! (chri0-89392713-89362717)
-€ iF

1SG15 (chr1-1014005-1014478)
TNF (chr-31575742-51575927)
IL1B (chr2-112836680-112836816)
IL1B (chr2-112836705-112836903)

ILIR1 (chr2-102142306-102142455)
1RAK1

1858)

(CEBPD (chi87737311-47738120)
E IL1RT (chr2-102064544-102064546)
IRAKI (chiX-154019677-154019800)

P27 (chri2-121175388-121175420)

T —
i atipicipioe]
Chm et

PSTPIPY (chr

(GEBPA (chr19-33209934-33301357)

[ Slteca cra-srasae- stz
SIGLECS (chi9-1124975-51 125008)
09 cia 5112

T NFKBIA erid-35401511-35402012)
NFKBIA (chr14-35403690-35403755)

—— CARDS (chve-136373532-136373650)

—— NFKBID (ch19-35902193-35302308)
MAPSK11 (chrt1-65610812-65611301)
TREM2 (chr—41158506-41156780)

;
Rt el i

(CHIAL (chr1-203186599-203186623)
GCL22 (ohr16-57356772-57358889)

e———m3

o NP7 (chr11-102530593-102530753)

LogFC vs. RPMI
(Day6)

B
0

_



Extended Data Fig. 8

scRNA-seq, Day6 + 4h, in CD4* T cells
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Extended Data Fig. 9

Single Cells-FSC
s z
—
o oK Y b o b
FsCA FSCA sscA sscA
0 0 20 200x
< g < 5
M ] 9 g
ox oor oox - »
o o o o
A " L3 w B W = P = T A = w
Comp-BUV737-A: CDAS2 Comg-BUV3TSA Ly6G Comp-PerCP-Cys-5-A omp-BV786-A : Siglec
0k 0 a0 e
<
b < = < M
00k oox ook o
. o
o o o
e e w w O w " HTTT - m» e - w
Comp-BVa21-A: COTH CompH
omp 3 Comp-BV60S-A: CD11b Comp-8V76-A: Sfjleck
E2
20 200x Monocyte-derived macrophages 200x a0
s s 5 3
oox oox " o
o o . o
B ] ™ P i pr B L =
Comp-BY786-A : SiglecF| Comp-PerCP.Cys-5-A 1 CDG4 Comp-FITC-A pDCAT
0
- 2 o
Avs b
s
3 5
4 P
o g
5
s
o
o
B - t B . = ™

Comp-PerCP-Cys-5-A:: CDB4 Comp-BUV3IS-A: Ly6G



Extended Data Fig. 10
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Extended Data Fig. 11
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