Supplemental Figure S1. Enrichment, differentiation and purity validation of primary cell populations. (A) Schematic workflow of purity validation of enriched primary cells. For each cell type a representative flow cytometry plot with lineage surface markers is shown. (B) Purity of isolated cells as percentage of the isolated fraction. Box plots depict the purity of each cell type based on the flow cytometricdata shown in (A). The number of donors for each cell type is indicated below the whiskers. (C) Protocol-dependent T-cell activation. The box plot shows the percentage of activated CD25+CD69+ CD4+ T-cells in relation to the respective activation protocol after 7 days of activation. 
n: number of donors analyzed. 

Supplemental Figure S2. mRNA levels of SERINC3 in MDMs and CD4+ T-cells after treatment with different cytokines (supporting information to Fig. 3A). Graphs display the relative mRNA expression levels of SERINC3 normalized to the untreated control. Error bars show standard error of the mean (SEM). Cytokine concentrations for low-dose treatment (“L”): 100 U/ml or 10 ng/µl and for high-dose treatment (“H”): 1000 U/ml or 100 ng/µl (see also Materials and Methods). The number of tested donors (n) is provided in the upper part of each graph. 

Supplemental Figure S3. mRNA levels of SERINC5 in MDMs and CD4+ T-cells after treatment with different cytokines (supporting information to Fig. 3A). Graphs display the relative mRNA expression levels of SERINC5 normalized to the untreated control. Error bars show standard error of the mean (SEM). Cytokine concentrations for low-dose treatment (“L”): 100 U/ml or 10 ng/µl and for high-dose treatment (“H”): 1000 U/ml or 100 ng/µl (see also Materials and Methods). The number of tested donors (n) is provided in the upper part of each graph. 

Supplemental Figure S4. mRNA levels of control genes in MDMs after treatment with different cytokines (supporting information to Fig. 3A). Graphs display the relative mRNA expression levels of CCL8, CXCL10, BST2, and IFI16 normalized to the untreated control. Error bars show standard error of the mean (SEM). Cytokine concentrations for high-dose treatment (“H”): 1000 U/ml. The number of tested donors (n) is provided in the upper part of each graph.

Supplemental Figure S5. mRNA levels of control genes in CD4+ T-cells after treatment with different cytokines (supporting information to Fig. 3A). Graphs display the relative mRNA expression levels of CCL8, CXCL10, BST2, and IFI16 normalized to the untreated control. Error bars show standard error of the mean (SEM). Cytokine concentrations for high-dose treatment (“H”): 1000 U/ml. The number of tested donors (n) is provided in the upper part of each graph.
Supplemental Figure S6. Analysis of SERINC3 and SERINC5 mRNA expression levels during short-term cytokine treatment. (A) and (B) To exclude rapid and transient changes of mRNA levels within the first 4 hours of cytokine treatment, the effects of IFN-α14, IFN-γ, or TNFα on SERINC3/5 mRNA expression were determined in MDMs and activated CD4+ T-cells (activation method I). Application of cytokines was performed as in Fig. 3A and corresponding concentrations are depicted above each panel. (C) and (D) mRNA levels were compared to marker genes CCL8 and CXCL10. All mRNA levels were normalized to the respective control sample at time point 0 h, which was set to 1. The heatmap represents mean values of two independent measurements with exception  of CXCL10 in CD4+ T-cells (n=1)). n.d.: not detectable. For more detailed information, please see Figs. S7, S8.

Supplemental Figure S7. mRNA levels of SERINC3, SERINC5, CCL8, and CXCL10 in CD4+ T-cells after treatment with IFN-α14, IFN-γ, or TNFα (supporting information to Fig. S6). Graphs display the relative mRNA expression levels normalized to the untreated control. Error bars show the standard error of the mean (SEM). Cytokine concentrations for low-dose treatment (“L”): 100 U/ml and for high-dose treatment (“H”): 1000 U/ml. The number of tested donors (n) is provided in the upper part of each graph.

Supplemental Figure S8. mRNA levels of SERINC3, SERINC5, CCL8, and CXCL10 in MDMs after treatment with IFN-α14, IFN-γ, or TNFα (supporting information to Fig. S6). Graphs display the relative mRNA expression levels normalized to the untreated control. Error bars show the standard error of the mean (SEM). Cytokine concentrations for low-dose treatment (“L”): 100 U/ml and for high-dose treatment (“H”): 1000 U/ml. The number of tested donors (n) is provided in the upper part of each graph. 

Supplemental Figure S9. Particle concentrations of HIV-1 wt or delta Nef virions released from either monocytes or MDMs (supporting information to Fig. 4B). Graphs display the RT units of HIV-1 wt or ΔNef particles newly produced from monocytes and MDMs and released into the supernatant. Individual symbols are used for each of the eight donors. Center lines indicate the mean of each group. Paired t-test was used for statistical analyses and the respective p-value is given on top of the graph. n.s.: not significant. 
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