Supplementary Table S1. Number of association entries for each rare variant association method.

#Number of association

PMID of the corresponding publication

Method/Software

entries of Method/Software
collapsing analysis 48529 23176082; 34375979; 18691683
SKAT 10768 21737059
Burden test 9733 23483651; 36755099; 19214210; 20471002
BOLT-LMM 1499 25642633
SAIGE-GENE+ 1426 36138231
SKAT-O 1053 22863193
STAAR-SKAT 736 36303018
aSPU 470 24831820
ACAT-V 467 30849328
F-distributed statistics 163 26058849
LRT 137 27980649
RLRT 131 36088354
TADA model 125 23966865
GATK 108 20644199
F-approximation tests 95 25809955
MetaSTAAR 94 36564505
VEGAS 86 20598278
CMC method 77 18691683
SAIGE-GENE 64 32424355
ExactVCTest 52 27646141
STAR Method 44 32492392
VT 43 20471002
C-alpha 39 21408211
two-stage method 35 19847924
maxT 19 21738570
WSS 18 19214210
AdaJoint 17 24022295
rareMETALS 15 24894501
LF-KM 14 27161037
RQTests 12 28633423
Meta-MultiSKAT 11 31433078
MetaSKAT-O 11 23768515
fitDNM 10 26235986
MetaSKAT 10 23768515
FLM 9 22889854
MAGMA 9 25885710
pVAAST 9 24837662
ARTP method 7 21209154
TASER 5 27152526
MURAT 4 26860061
Cox BT LRT 3 26782979
FB-GGRF 3 27061818
Rasch-based multi-marker association test 3 26379234




ANRV 2 19810025
aSKAT-O 2 22863193
ensemble learning algorithm 2 26619286
GEE 2 24704269
metaFARVAT 2 31275357
uFineMap 2 26458888
ARIEL 1 22441326
GATES 1 21397060
GESE 1 28191685
haplotype method 1 27980634
Hybrid BOMP 1 23358228
Hybrid BOMP+VEST 1 23358228
MISTF 1 23483651
Positional BOMP 1 23358228
gqMSAT 1 22262732
RAML 1 16986161
VT+VEST 1 23358228




Supplementary Table S2. Information for publications collected in the RAVAR database.
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