Equation y=a+bx
Tlercept 150397 £ 0.0416

Slope 0.7248 £ 0.02582
Pearsor’s r 0.99684
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Supplemantary Figure 1 | Calibration curve of ELISA for IL-10. A human IL-10 ELISA kit (BioLegend, ELISA
MAX Standard Set Human IL-10, 430601) was used according ot the manufacturers’ instructions. Human
IL-10 standards were prepared in serial dilution in Assay Diluent A, from 250 pg/mL to 3.9 pg/mL.
Absorbance was read out on a Tecan Infinite F500 plate reader at 450 nm.

Egquation y=a+bx

niercept 128519 +0.06425 °
Slope 0.64296 £ 003366

Pearsor's r 0.99322
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Supplemantary Figure 2 | Calibration curve of ELISA for IL-10. A human IL-10 ELISA kit (BioLegend, ELISA
MAX Standard Set Human IL-10, 430601) was used according ot the manufacturers’ instructions. Human
IL-10 standards were prepared in serial dilution in Assay Diluent A, from 250 pg/mL to 3.9 pg/mL.
Absorbance was read out on a Tecan Infinite F500 plate reader at 450 nm.



Supplemantary Figure 3 | HEK293T cells transfected with eGFP. Images were made 24 hours after

plasmid transfection. A Colour channel image overlayed on bridgefield image. B Colour channel image.

C Brightfield channel image. Images taken by Leica TCS SP8 MP.

Structure Measurements

Distances  Angles/Torsions

Atom 1 Atom2  Distance
1 1fuj #1/A ARG 638 NH2, PRO 131 CB 45.505A
2 MU #I/AGLUOTOET  GLN 23 NE2 45.563A

3 1fuj #1/AARG 222 NH1 ARG 243 CB 46.301A
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Supplemantary Figure 4 | In silico crystal structure of PR3. Crystal structure obtained from Protein

Data Bank (PDB ID: 1FUJ). Crystal structure was analyzed using ChimeraX 1.4 software. The distance tool
was used to determine the radius of PR3. The yellow dashed cylinders represent measurements taken

between two atoms.



Structure Measurements a %
Distances  Angles/Torsions

Atom 1 Atom2  Distance Calor

1 /BTHR220CG2 ASP80OD2 416414 Decimal places |3 5

2 /BPROGICE  THR220CG2 50617A Nomberofdosnes s 2]
Radius 0.100
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3 /BTHR220 (G2 SER1040G 580834
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Supplemantary Figure 5 | In silico crystal structure of EpoR. Crystal structure obtained from Protein
Data Bank (PDB ID: 1EER). This crystal structure was analyzed using ChimeraX 1.4 software. The distance
tool was used to determine the distance between the N-terminus and C-terminus of EpoR. The red
dashed cylinders represent measurements taken between two atoms.



