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5’ scRNA-seq sample integration UMAP (Control, P1, P2)
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Cell cluster identification

Legend
Included in DGE

Excluded from DGE

® 0 CD4 Tmem

® 1 CD4 Tmem

® 2 CD4 Tmem CD69+

® 3 CD4 Tmem

® 4 CD4 Tmem TRBV20-1

® 5 CD4 Tmem TRBV5-1

® 6 CD4 Tmem TRBV7-2

® 7 CD4 Tmem TRAV9-2/TRBV5-4
® 8 CD4 Tmem TRBV19
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