] variant_impact v "] variant_frequencies v "] variant_predictions v
2 vid INT(15) % vid INT(15) % vid INT(15)
vkey VARCHAR(4000) > vkey VARCHAR(4000) Vkey VARCHAR(4000)
enst VARCHAR(15) tgp_tac INT(6) Interpro_domain VARCHAR(250)
ensg VARCHAR(15) tgp_aac INT(6) SLR_test_statistic VARCHAR(25)
gene_symbol VARCHAR(50) tgp_af FLOAT(8,5) fold_degenerate INT(1)
gene_biotype VARCHAR(30) ©Sp6500_aa_tac INT(6) Ancestral_allele VARCHAR(1)
hgvs_c VARCHAR(64) ©sp6500_aa_aac INT(6) enst VARCHAR(150)
hgvs_p VARCHAR(64) €sp6500_aa_af FLOAT(,5) aapos VARCHAR(25)
exon INT(3) eSp6500_ea_tac INT(6) alt_aa VARCHAR(150)
aa_start INT(5) esp6500_ea_aac INT(6) SIFT_score FLOAT(32)
aa_stop INT(5) ©5p6500_6a_af FLOAT(6,5) Polyphen2_HDIV._score VARCHAR(150)
effect_code INT(2) wellderly_tac INT(6) Polyphen2_HVAR_score VARCHAR(150)
effect VARCHAR(50) S wellderly_aac INT(6) LRT_score FLOAT(7.6)
old_codon VARCHAR(150) } welderly_af FLOAT(6.5) MutationTaster_score FLOAT(4,3)
new_codon VARCHAR(150) | > MutationAssessor_score FLOAT(4,3)
old_aa VARCHAR(50) } v - _ i FATHMM_score VARCHAR(150)
new_aa VARCHAR(50) | } | VESTS_score FLOAT(4,3)
canonical_uniprot TINYINT(1) } | } CADD_raw FLOAT(7,6)
> | } | GERP_NR FLOAT(4,3)
} | } GERP_RS FLOAT(4,3)
| $ | phyloP46way_primate FLOAT(4,3)
. | W (LR T | RadialSVM_score FLOAT(5,4)
] variant_comments v } vid INT(15) } RadialSVM_pred VARCHAR(25)
® vid INT(15) | vkey VARCHAR(4000) ! L
» vkey VARCHAR(4000) | |
comment TEXT ! chr VARCHAR() ! S more
| start INT(9) | s
user VARCHAR(50) | |
date_added DATE s ! endINTO) } ] variant_phenotype v
date_updated DATE } L__d :" :A:XDT'UMTEXT . 2 vid INT(15)
S 1 vkey VARCHAR(4000)
| variant_type TINYINT(2) phenotype VARCHAR(100)
} effective_size INT(9) source VARCHAR(100)
| dbsnp INT(10) cui VARGHAR(12)
=] varlant_source v } chr_number INT(2) mesh_uid VARCHAR(12)
o vid INT(15) | chr_hg18 VARCHAR(2) mesh_tree VARCHAR(20)
» sourceid INT(4) F* - [ L start_hg18 INT(9) e r—————- 1< . mesh_term VARCHAR(50)
5 } end_hg18 INT(9) pmid INT(12)
| ref_hg18 MEDIUMTEXT genctype VARCHAR(S0)
T | chr_hg3s VARCHAR(2) o
| o __ | Start_ng3s INT(9) R B
+ end_hg38 INT(9) |
"] data_sources v ref_hg38 MEDIUMTEXT }
sid INT(4) > |
name VARCHAR(150) | "] variant_types v
shortout VARCHAR(25) } viype TINYINT(2)
url VARCHAR(500) [ —Ok| > name VARCHAR(25)
diseases VARCHAR(500) definition VARCHAR(250)
> >

Figure S1 Summarized database schema of RVS production tables; some columns were
omitted, such as detailed prediction scores and columns for sub-population frequencies. For
detailed explanations of tables, refer to Table 77.
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