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D. BIiTE/IL-12 GEMs vs no Mac Control BiTE GEMs vs no Mac Control IL-12 GEMs vs no Mac Control
1 2 3 4  Average 1 2 3 4  Average 1 2 3 4 Average
IDO1 89 49.06 66 3 3 4 . . 70.30 9548 IDO1
GZMB 9.90 8 0 8.8 4.64 ) ) 8.54 15.12 GZMB
LAG3 6 4.4 8.48 40 4 17.94 10.20 LAG3 2.77
IL12A 0 48 9 9.99 4.8 IL12A 18.44 28.51 74.55 66.08 46.89
IL2RA 4 9 0.8 6.4 ) ) 10.33°  6.11 IL2RA
IFNG 6 9.49 0 0.28 2.56 14.04 IFNG
IRF4 0.18 4 99 8.0 0.08 . ) 7.78 8.38 IRF4
IL18R1 0 0 6.19 0.0 ) ) 6.98 6.08 IL18R1
CTLA4-T 8 8.6 4 9.39 . . 7.12 12.25 CTLA4-T
CXCL13 0.06 88 9 . 10.81.  7.45 CXCL13
CTLA4 all: 8 6 6.70 00 . . 6.93 6.04 CTLA4 al
IL18RAP 3 6.94 6.46 6.4 . . 5.01. 4.32 IL18RAP
CCL8 99 6 . . 6.34 13.28 CCL8
IL2RB 6.00 4.89 0 4.80 . . 5.23] 3.03 IL2RB
GFl1 6.48 8 8 4.38 . . 6.13 GFI1
NFIL3 0 86 6 4 . . 4.05 NFIL3
TBX21 4.74 8 49 . . 3.14 2.76 TBX21
ITGAE 6 0 4 40 . . 298 2.95 ITGAE
PRF1 80 6 4 . . 265 2.30 PRF1
CCL4 3 0 0 0 2.30 3.45 . CCL4
MIF -3.71 -3.60, -2.06 -2.04 MIF
CD45RA 5.95 2.45 -2.400 -2.15 CD45RA
KLRKA1 6.07] -2.30] -3.09] -2.24 KLRKA1
TCF7 -7.89 -2.54 6.19 -2.29 TCF7
PTK2 -7.03 -5.19 -2.31] PTK2
GZMK -3.68 -2.52| 4.07] -2.31 . -3.14 . GZMK
ITGAS 9.050 -2.16] -9.52| -2.63] -3.78 9.59] -3.23] -3.70 ITGA5
NT5E -63.2 -21.81] -2.14] -3.86 -63.26 -21.81 -6.87] -5.35 NTS5E
TGFBI -22.28 -8.52| -14.14 4.63 -8.90 -24.19 . -13.571 -5.15 -8.45 TGFBI )
FN1 -26.27] -10.36 47.34 -3.68 -9.35 FNA1 -26.23 -6.06] 40.220 -3.53] -7.82 FN1 2.22
E- BIiTE/IL-12 GEMs vs no untrans Macs BiTE GEMs vs untransduced Macs IL-12 GEMSs vs untransduced Macs
1 2 3 4  Average 1 2 3 4 Average 1 2 3 4 Average
110.75 20.91 245.32 : GZMB 4 07.48 16.09 197.0 8 . . . 3.73 2.01
14.42 119.61 118.53 i IDO1 4 06 9.8 4.00
17.71 26.11 13.31 : LAG3 8.8 6 9 06
7.48 21.59 19.99 i IL12A 1.000 1.000 1.00, 1.00f 1.00
IRF4 14.19 15.14 18.82 : IRF4 4 4.09 4 9.69 9 IRF4
IL18R1 16.54 10.10 11.91 i IL18R1 6 64 9 0 0 IL18R1 .
8.61 7.41 19.21 ) CTLA4-T 8.89 9.04 66 0.68 CTLA4-TM 1.000 1.000 1.59] 1.15
7.97 6.62 18.05 i IL2RA 9.06 6 3 9 IL2RA 0.58| 0.28] 0.47] 0.96] 0.57
12.10  9.10 11.94 : CTLA4 al 9.20 89 9 0.76 0 CTLA4 all 1.74 1.34 1.26] 1.70f 1.51
9.490 297 22.51 i IFNG 8.06 8.66 6 4.04 8 IFNG 1.000 1.000 1.00f 1.00f 1.00
333 9.89 15.04 : LAMP3 4 9.08 8.24 0.8 LAMP3
6.12 12.69 14.21 : GBP1 09 0 9 4.4 9.6 .
CXCL13 9.06 12.88 7.21 . CXCL13 1.7 3R 0.8 4 0 CXCL13 1.00
IL18RAP 6.94 6.46 6.37 . IL18RAP 8 6 0 4 6.36 IL18RAP 1.00
543 917 9.17 : GBP5 0 6 0 9.4 0 . . 1.90
6.69 520 7.68 : BATF3 6.66 0 6 6 BATF3 . . 1.00
7.28 5.67 5.87 . IL2RB 4 6.06 8 6.30 IL2RB 1.67] 1.27] 112 1.36] 1.36
527 6.60 6.16 . GFI1 4.64 4.9 6.9 6 0 GFI1 1.59] 1.05 1.01 1.90f 1.39
6.76 5.33 . SOCS1 6.0 0 SOCS1 124 149 1.32] 1.65
575 12.77 : CCL8 0.94 6.34 0.60 CCL8 9 1.68] 1.87 .
. . -2.84 . CD59 4.56] -7.55 -5.64 -2.90] 4.58 CD59 247 -2.18] -1.55 -1.13 -1.67
IFNGR1 6.700 -6.65 4.77] 299 4.74 IFNGRA1 -6.500 -5.90] 4.64 -3.22] 4.71 IFNGR1 -3.80] -2.43] -1.56] -1.49 -2.02
FCGR2A/{ -14.10 -11.90 4.21] -2.23] 4.75 FCGR2A/{ -15.51] -9.13] 4.31] -2.48 4.94 FCGR2A/{ -3.65 -2.38] -1.54] -1.15 -1.81
FCGR2A | -15.00 -13.620 4.36] -2.23] -4.89 FCGR2A | -17.13 -10.14 -4.63] -2.390 -5.05 FCGR2A -3.59] -2.51 -1.57] -1.17| -1.85
CCL18 -3.85 -18.88 -2.83] -7.64] -5.02 CCL18 4.03 -17.41 -2.62 -5.62| 4.63 CCL18 -11.49 -10.23 -2.63] -3.000 4.45
PECAM1 -8.80| -10.28 4.76| -2.70] -5.06 PECAM1 -9.33] -7.24] 4.81 -2.46] -4.65 PECAMA1 -3.200 -2.26] -1.56] -1.26] -1.83
FCGRT 953 12.720 511 -2.49 -5.12 FCGRT 940, -8.02] 4.69] -2.48 4.72 FCGRT -2.69 -2.03] -1.44 -1.17| -1.66
C1QA -13.01 -18.200 -5.93] -2.14 -5.21 C1QA -11.23 -13.29 -6.33] -2.28 -5.26 C1QA -2.79] -2.11 -1.38 -0.88 -1.48
CLEC4A 4900 449 6.51 -7.53 -5.61 CLEC4A 4900 449 -6.51 -7.15 -5.56 CLEC4A 454 -2.88 -1.63 -2.14 -2.43
ITGAX -6.55| -6.08] 4.89 -5.27] -5.62 ITGAX -5.87] -5.26] 4.97] 4.97] -5.24 ITGAX -2.60] -2.61 -1.57] -1.86 -2.06
CD9 -7.34 -11.54 6.07] -7.54] -7.69 CD9 -5.18 -10.420 4.21] -8.16] -6.16 CD9 -2.96] -2.53] -1.39] -1.72] -1.97
SPP1 -14.54 -8.000 -6.16] -6.99 -8.01 SPP1 -11.41 440 4.83 -5.74 -5.75 SPP1 2120 -1.22] -1.23] -1.49 -1.44
CD163 -3.67| -12.50 -12.69 -17.01 -8.16 CD163 -3.67| -12.5Q -12.69 -17.01 -8.16 CD163 -3.67| -7.24 -2.66] -2.25 -3.25
CD14 -24.36 -20.34 -7.70, -3.88 -8.37 CD14 -22.51 -12.93 -7.40] 4.37] -8.24 CD14 544 -2.92| -158 -1.70 -2.29
FN1 42.70 -23.97] -26.93 -3.67| -10.66 FNA1 42.63 -14.01 -22.88 -3.52| -9.46 FNA1 593 -1.04 -1.48 -0.92] -1.39
FCGR2B 6.79 -19.77] -15.09 -10.28 -11.06 FCGR2B -6.79 -19.77] -14.19 -9.23 -10.61 FCGR2B -6.79] -5.97] -2.01] -2.45 -3.28
TGFBI -25.47] -38.11 -18.600 -5.59 -13.41 TGFBI -27.69 -27.24 -17.86 -6.22 -13.81 TGFBI -5.200 -1.00] -1.55 -0.65 -1.19
CR1 -13.60] -20.53 -13.99 -13.56 -14.95 CR1 -14.27] -20.61 -15.05 -12.94 -15.25 CR1 -6.67] 4.14 -2.12] -2.53] -3.18
MRC1 -17.81 44.77 -16.08 -8.43] -15.42 MRCA1 -15.96 -28.09 -16.195 -8.26] -14.22 MRC1 4471 492 -2.02] -2.50, -3.03
CD36 -27.31 -18.59 -28.06 -7.54| -15.46 CD36 -27.31 -18.59 -22.020 -7.80 -15.195 CD36 -3.32 -1.55 -1.44 -1.15 -1.59
B 2] [fos ] 0]
F. PANTHER GO-Slim Biological Process
Level 1: cellular process (G0:0009987)
Total # Genes: 48 Total # process hits: 158
34
321
30 M cell activation (GO:0001775)
28 cell communication (GO:0007154)
26 cell cycle process (GO:0022402)
24 cell cycle (GO:0007049)
22 M cell death (GO:0008219)
" 201 cellular component organization (GO:0016043)
% 181 cellular developmental process (GO:0048869),
O 16 M cellular homeostasis (GO:0019725)
141 M cellular metabolic process (GO:0044237)
12 M cellular response to stimulus (GO:0051716)
101 B movement of cell or subcellular component (GO:0006928)
8 I process utilizing_autophagic mechanism (GO:0061919),
j ‘ I | I M signal transduction (GO:0007165)
: 1 slEA.
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