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Supplementary Figure 1: Multiple sequence alignment and conservation of protein-
coding variants in ADAM15 and F2RL2. Rectangles show the location of rs757672473 
[Arg288Cys] in ADAM15 (A) and rs147969213 [Leu289Arg] in F2RL2 (B).  
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Supplementary Figure 2: F2RL2 expression levels measured in RNA-seq and single-cell 
RNA-seq. The figures are generated by the human protein atlas (more information are provided 
by https://www.proteinatlas.org/). (A) F2RL2 RNA expression in different tissues. Consensus 
Normalized expression (NX) levels for 55 tissue types and 6 blood cell types, created by 
combining the data from the three transcriptomics datasets (HPA, GTEx and FANTOM5) using 
the internal normalization pipeline. Color-coding is based on tissue groups, each consisting of 
tissues with functional features in common. (B) The distribution of log transformed TPM values 
for 18,156 genes in 60 tissues from FANTOM5. (C) Single-cell RNA-seq of F2RL2 expression in 
human retinas. The single-cell RNA-seq data are from Menon M et al. (Reference 28). pTPM: 
protein-transcripts per million.  
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Supplementary Figure 3: Plots of functional domains and mutations of proteins. (A) 
rs757672473 [Arg288Cys] in ADAM15; (B) rs147969213 [Leu289Arg] in F2RL2. 
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