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Target Fluorochrome Clone Name Provider

CD3 VioGreen BW264/56  Miltenyi

CDS8 VioGreen BW135/80  Miltenyi

CD27 VioBright FITC M-T271 Miltenyi
CD45RA  APC-Vio770 T6DI11 Miltenyi

CCR7 PE-Vio770 REA108 Miltenyi

TNFa FITC cA2 Miltenyi

PERF VioBlue Delta G9 Miltenyi

T-Bet PE REA102 Miltenyi

CDS8 APC RPA-T8 BD Biosciences
CDl16 PE-Cy7 3G8 BD Biosciences
CD3 PE-CF594 UCHTI1 BD Biosciences
CD3 FITC UCHT1 BD Biosciences
CD25 FITC M-A251 BD Biosciences
CD28 BV711 CD28.2 BD Biosciences
CD57 BV605 NK-1 BD Biosciences
CD69 PerCp-Cy5.5 FN50 BD Biosciences
CDl107a PE H4A3 BD Biosciences
CCR7 BV421 150503 BD Biosciences
CCR7 V450 150503 BD Biosciences
IFNg V450 B27 BD Biosciences
GZMb Alexa Fluor 700 GBI11 BD Biosciences
EOMES eFluor660 WD1928 Thermofisher

Supplementary Table 1. Listing of monoclonal antibodies
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GO:0070661 leukocyte proliferation 3.95 0.020492
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G0:0002694 regulation of leukocyte activ
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GO:0042110 T cell activation 2.84 0.014989
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GO0:0043068 positive regulation_of progra
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GO:0002682_regulation_of immune system
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GO:0006955 immune response 3.48 0.000000
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GO:0050776_regulation_of immune respon
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e_response
Signalin GO0:0001932 regulation_of protein_phosph
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GO:0007166 cell surface receptor linked s
o 2.44 0.000000
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GO:0007186_G-
protein_coupled receptor protein_signaling 5.07 0.000000
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G0:0007243 intracellular protein_kinase ¢

2.19 0.017654
ascade
G0:0023014 signal transmission via phosp
2.19 0.017654
horylation_event
G0:0033674 positive _regulation_of kinase
. 3.37 0.007183
_activity
G0:0042325 regulation_of phosphorylation 2.33 0.016812
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GO:0007155_cell_adhesion 3.92 0.000000
GO:0010646 regulation_of cell communica
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GO:0016477 cell_migration 3.75 0.000000
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GO0:0050900 leukocyte migration 4.60 0.002540
GO0:0051270 regulation_of cellular compo
3.69 0.017639
nent movement
GO:0051674 localization_of cell 3.59 0.000037
Other GO:0006816 calcium_ion_transport 4.77 0.017221
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Supplementary Table 2. Gene ontology (GO) categories of CD8 subsets gene signature

identified by sPLSDA
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