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60- c Supplementary Figure 1 Mononuclear cells isolated from
T b Healthy Donor (HD) PBMCs were stained with T cell specific
+ .0 b markers. (A-F) Representative gating scheme identifying CD3*
§ L] an T cells, CD4/CD8 subsets, regulatory T cells (T, and T4
5 | subsets, helper T cells, effector and activated status. (G)
32 20 A Proportion of T cells of total live. (H) Proportion CD4* and CD8*
a —— == T cells subsets. (I) Proportion of CD4* T cell subsets. (J)
o=E : : : Proportion of T, subsets of total T ... (K) .Proportllon of CD8*T
& & cell subsets. Data represented as max/min, median, and 25
& v @*& and 75™ percentiles. Statistical significance was determined b
¥ p g y

ANOVA followed by Tukey test and are demonstrated by letters,
with different letters indicating statistical differences within a
subset (<0.05). HD, n = 6.
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Supplementary Figure 2 Identification of T cells and T cell subsets in HGSOC Ascites.
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Supplementary Figure 3 Identification of antigen presenting cells (APCs) in HD PBMCs. (A)
Representative gating scheme identifying Lin(CD3,19,56)HLA-DR* cells in HD PBMCs. (B)
Representative gating scheme identifying dendritic cells (DCs; HLA-DR*CD14-CD16-) and
macrophages (HLA-DR*CD14*CD16°). (C) Representative gating scheme identifying myeloid
(mDCs) and plamacytoid dendritic cells (pDCs). (D) Representative gating scheme identifying
CD1c* mDCs (left) and CD141* mDCs (right). (E) Proportion of HLA-DR*CD16- CD14- and
CD14* APCs from total live cells. (F) Proportion of pDCs, CD1c mDCs, and CD141 mDCs
from total DCs. Data represented as max/min, median, and 25% and 75 percentiles.
Statistical significance was determined by ANOVA followed by Tukey test. *p < 0.05, ****p <
0.0001. HD, n = 6.
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Supplementary Figure 4 Identification of innate lymphoid cells (ILCs) in HD PBMCs.
Mononuclear cells isolated from HD PBMCs were stained with innate lymphoid cells (ILC)
lineage defining markers. (A) Representative gating scheme identifying CD34-CD45* cells in HD
PBMCs. (B) Representative gating scheme identifying Lin (CD3, 14, 19) negative ILCs. (C)
Representative gating scheme identifying natural killer cells (NKs) and NK subsets,
CD56PBrightDim (D) Representative gating scheme identifying ILC3s (top) and Lti-like (bottom)
cells. (E) Proportion of NKs, ILC3s, and LTi-like cells in HD PBMCs from total lineage negative
lymphoid cells. (F) Proportion of NK cells subsets from total NK cells. Data represented as
max/min, median, and 25t and 75t percentiles. Statistical significance was determined by
ANOVA followed by Tukey test. ****p < 0.0001. HD, n = 6.
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Supplementary Figure 5. T cell, DC and ILC clusters as defined by expression levels of
specific antigens.
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