Prediction Databases:

American College of Medical Genetics (ACMG) pathogenicity (1)
REVEL (2)   
MetaLR (3)
[bookmark: _GoBack]SIFT (4)
Polyphen2 (HumDiv)  (5)  
MutationTaster (6)
MetaSVM (3)
M-CAP (7)
MVP (8)
Provean (9) 
BayesDel addAF (10)
BayesDel noAF (10)
FATHMM-XF (11)
DANN 0.9995 (12)
MutationAssessor (13)
CADD (PHRED-scaled) (14)
GME (15) 
ClinPred (16)
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Web resources
ClinVar, https://www.ncbi.nlm.nih.gov/clinvar/
GenBank, https://www.ncbi.nlm.nih.gov/genbank/
gnomAD Browser, https://gnomad.broadinstitute.org/
1000Genome, https://www.internationalgenome.org/
MGI database, http://www.informatics.jax.org/
OMIM, https://www.omim.org/
Varsome, https://varsome.com/
Ensembl, https://www.ensembl.org/
dbSNP, https://www.ncbi.nlm.nih.gov/snp/ 
Entrez, https://www.ncbi.nlm.nih.gov/Web/Search/entrezfs.html 
HGNC, https://www.genenames.org/ 
SIFT 4G, https://sift.bii.a-star.edu.sg/sift4g/ 
VEST4, https://jhu.technologypublisher.com/technology/24805 
PrimateAI, https://primateai3d.basespace.illumina.com/ 
LIST-S2, https://list-s2.msl.ubc.ca/?session=F97BC494C8B3ACFD0B12703890D63B4D
ExAC, https://avillach-lab.hms.harvard.edu/exome-aggregation-consortium-exac 
UK10K, https://www.uk10k.org
STRING, https://string-db.org
MGI, https://www.informatics.jax.org
DISEASES , https://diseases.jensenlab.org/Search
DAVID bioinformatics, https://davidbioinformatics.nih.gov/tools.jsp
GTEx, https://gtexportal.org/home/
Franklin , https://franklin.genoox.com/clinical-db/home
Proteinatlas, https://www.proteinatlas.org/humanproteome/tissue/testis




