
SupplementaryRTableR5R–RBurdenRofRmutationsRbetweenRmetastaticRandRnon-aggressiveR

cohortsR forR genesR withR BFR≥100R inR theR BayesianR RiskR IndexR analysisR ofR HallmarkR GeneR

Sets.R CountsP ofP TierP 1P variants,P orP TierP 1P andP 2P variantsP combined,P stratifiedP byP

aggressivenessPstatus.PThePmajorityPofPrarePdisruptivePvariantsPwithinPthePgenesPidentifiedP

throughP thisP analysisP wereP non-proteinP truncating,P andP wereP enrichedP inP theP non-

aggressiveP cohort,P implyingP aP protectiveP effectP againstP theP likelihoodP ofP developingP

metastaticPPrCa.

Gene Aggressive Non-Raggressive Aggressive Non-aggressive

ACVRL1 0 3 0 0

AXL 10 1 0 0

CHRNG 3 6 1 0

CP 0 5 0 0

DHRS2 3 12 0 0

LUM 5 0 0 0

MTOR 1 8 0 0

PARK2 0 6 0 0

RYR1 10 14 3 3

WISP2 0 1 0 0

TierR1R.R2 TierR1Ronly


