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Figure S1. Th17 cell-differentiation and associated expression of FOSL1 and FOSL2

(A) Flow cytometry plots show percentage of CCR6 positive cells in Th0 and Th17 cultures

at 72h of polarization. Cultures with polarization efficiencies equivalent to the ones shown

here were used for proteomic  analysis.  Data for three biological  replicates  is  shown. (B)

Graph shows ELISA values for IL-17 secretion in 72h-cultured Th0 and Th17 cells. IL-17

values were first normalized to live cell count and then to Th0 control. Data is based on three

biological replicates. Two-tailed students t-test was used to determine statistical significance
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(*p < 0.05).  (C) Immunoblots show protein levels of FOSL1 (left)  and FOSL2 (right)  in

naive CD4+ T cells cultured under activating (Th0) or Th17-polarizing conditions for 72h.

Actin was used as loading control. Blots represent biological replicates for Figure 1A.
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Figure S2. FOSL1 and FOSL2 interacting proteins in human Th17 cells

(A and B) Heatmaps shows Log2intensity values for the FOSL1 (panel A) and FOSL2 (panel

B)  interactors  that  were  identified  by  MS analysis  in  Th17  cells.  Grey  color  represents

undetected or missing proteins.

S5



Figure S3. Subcellular fractionation of FOSL1 and FOSL2 in human Th17 cells

(A) Th0  and  Th17  cell  lysates  (24h  and  72h)  were  fractionated  and  further  probed  for

expression  of  FOSL1  and  FOSL2  using  western  blotting.  GAPDH  and  LSD1  mark

cytoplasmic and nuclear fractions, respectively. Rep 2 and 3 are biological replicates for the

representative blot in Figure 3A.
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Figure S4. Molecular functionalities of FOSL1 and FOSL2 interactors

(A and B) Pie charts illustrate the classification of FOSL1 (panel A) and FOSL2 (panel B)

interacting partners on the basis of their molecular function. ClueGO and CluePedia plugins

from Cytoscape was used to create the charts.
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Figure S5. Validation of shared interactors of FOSL1 and FOSL2 using immunoblot

analysis
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(A and B) FOSL1 (panel A) or FOSL2 (panel B) protein was immunoprecipitated from 72h

cultured Th17 cells and immunoblotting was performed to confirm their shared interactions

with SIRT-1, JUNB, RUNX1 and JUN. Blots show lanes for total lysate (input), control IgG

IP  and  FOSL1/FOSL2 IP.  R1-R7  in  panel  A  and  R1-R3  in  panel  B  represent  different

biological replicates for the FOSL1 and FOSL2 IP blots in Figs. 6A and B, respectively. The

representative blots shown in Figure 6 are marked here with asterisk (*).
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