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Figure 1. Schematic flow chat of the study. Analyses were done on cohorts UKBB 200k. Step
|. Variant annotation. Step |l. Sample selection. Step Ill. Gene-based rare variants association test. Step V.
Primary results investigation. Step V. Single variant association tests. Step VI. Replication analyses in pain
conditions. Step VII. Differential Gene Expression (DGE) analysis in animal pain models. Blue arrows
Indicate primary analyses and grey arrows indicate replication analyses.

* Pain genetics studies have unfolded various
common variants related to pain, yet missing
heritablility consistently appeared [2,3].

* Differential gene expression (DGE)
analysis was performed with R
package DESeq2 [8]
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