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Table S1. Misclassified variants predicted by eight ML algorithms for classifier 1 based on the test set provided by CanVa$S database.

ML Algorithms Variant Location
13:.32893172T>C

13:2.32893344A>G

13:2.32899271T>A
13:2.32903606_32903607del

LR 13:g.32911193C>G
13:2.32911300_32911303del

13:2.32911436A>C

13:2.32911614G>C

13:2.32911628G>A

13:2.32893172T>C

13:2.32893344A>G

13:.32899271T>A
13:2.32903606_32903607del

LDA 13:.32911193C>G
13:2.32911300_32911303del

13:2.32911436A>C

13:2.32911614G>C

13:2.32911628G>A
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KNN

13:g.32893344A>G
13:g.32899271T>A

13:.32903606_32903607del
13:g.32906834C>G
13:.32906957C>T
13:g.32911193C>G

13:.32911300_32911303del
13:g.32911436A>C
13:g.32911565A>G
13:2.32911614G>C

13:2.32911628G>A

CART

13:g.32893344A>G
13:2.32899271T>A

13:2.32903606_32903607del
13:g.32907401G>C
13:g.32911193C>G

13:2.32911300_32911303del
13:2.32911436A>C
13:g.32911614G>C
13:2.32911628G>A

BernoulliNB

13:2.32893344A>G
13:2.32893390A>C
13:2.32899271T>A
13:.32907147C>A
13:2.32907502_32907503insA
13:g.32911193C>G
13:2.32911300_32911303del
13:2.32911628G>A

13:2.32893344A>G

13:¢.32899271T>A
13:g.32903606_32903607del

13:g.32906834C>G
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SVM 13:.32906957C>T
13:¢.32907502_32907503insA
13:2.32911193C>G
13:g.32911300_32911303del
13:¢.32911436A>C
13:2.32911628G>A

13:5.32893344A>G
13:g.32899271T>A
13:.32903606_32903607del
RF 13:g.32911193C>G
13:g.32911300_32911303del
13:g.32911436A>C
13:g.32911614G>C

13:2.32911628G>A

13:2.32893344A>G

13:g.32899271T>A
13:g.32903606_32903607del

MLP 13:2.32911193C>G
13:g.32911300_32911303del

13:2.32911436A>C

13:2.32911614G>C

13:g.32911628G>A

Table S2. Misclassified variants predicted by eight ML algorithms for classifier 2 based on the test set provided by CanVaS database.
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ML Algorithms Variant Location
LR 13:2.32906732C>T
13:2.32906732C>T
LDA
13:.32907020_32907021del
13:2.32906732C>T
KNN
13:.32907020_32907021del
13:.32893474A>G
CART
13:¢.32906732C>T
BernoulliNB 13:.32906732C>T
13:2.32906732C>T
SVM
13:.32907020_32907021del
13:.32893474A>G
RF
13:2.32906732C>T
13:g.32893474A>G
MLP
13:2.32906732C>T

Table S3. The total number of final labels predicted by the best ML algorithms (e.g., RF for classifier 1 and LR for classifier 2) for each
class based on CanVa$S database and the total number of labels provided by ClinVar database.

Classifier Classes Prejczl(i)ziji;aal:els Total ClinVar Labels
Other variants 64 53
' VvUS 36 47
B/LB 37 27
? P/LP 37 25

VUS - 22




