Supplementary table1
known expansion diseases associated STR loci and patient copy number intervals. 

Supplementary table2
STR features used in the predictor.

Supplementary table3
Annotated and scored tables of benchmark data from Clinvar.
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Supplementary figure1
5-fold cross validation random forest predictor trained in STRAS.

[image: image2.jpg]24 b) example of HG002
» |T0:122 (1.000, 0.936)
= 2 4 §
5 S T
<. AUC: 0.974 g g | 9
o 3 =
2] —‘— i
o S
S
o | S - i T
3

T T T T T T
10 08 06 04 02 0.0

gangstr  hipstr

Specificity STR caller




Supplementary figure2

a) A benchmark dataset generated from Clinvar database was used to evaluate the performance of this classifier.  ROC showed STRAS had high sensitivity and recall (AUC=0.974 with cutoff=0.122, Sensitivity was 100% and specificity was 93.6%).

b) An example of HG002 genome wild STR scores. 831,683 STRs were called by GangSTR and 829,754 were fully annotated and scored. 829,753  were scored under 0.122 and classified as neutral.  86,281 STRs were called by HipSTR and 84,712 were fully annotated and scored. 84,682 were scored under 0.122 and classified as neutral. 
