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PRS burden may have potential utility as a prognostic biomarker.

Am J Psychiatry 2018; 176:21=28; doi:
10.1176/appi.ajp.2018.17121363

Genetic susceptibility to schizophrenia is highly polygenic,
Including many associated loci of small effect (1, 2).

Al- though individual risk alleles may convey an odds ratio of

or lower;, the combination of all such effects across the genome
holds substantial explanatory power.

For example, any individual can be characterized by a pelygenic
risk score (PRS), representing the total number of risk alleles he
or she carries, weighted by the odds ratic associated with each
allele as derived from previous genome wi Ide asso- ciation study
(Gwas) ITHIETED f €I [l ndings (3,
4).

Although a high PRS for schizophrenia is not deterministic, PRSs
derived from the Psychiatric Genomics Consortium (1) account
for ap- proximately 7% of variation in the risk for schizophrenia
(as measured on the llabllity scale [5]), with about haif of that
variance accounted for by rhe top (genome-wide signi
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PRS burden may have potential utility as a prognostic biomarker.

Am J Psychiatry 2019; 176:21=-28; doi:
10.1176/appi.ajp.2018.17121363

Genetic susceptibility to schizophrenia is highly palygenic,
including many associated loci of small effect (1, 2).

Although individual risk alleles may convey an odds ratio of or
lower, the combination of all such effects across the genome
holds substantial explanatory power.

For example, any indlvidual can be characterized by a polygenic

risk score (PRS), representing the total number of risk alleles ha
or she carries, weighted by the odds ratio associated with each
allele as derived from previeus genome-wide association study
(GWAS) findings (3, 4).

Although a high PRS for schizophrenia is not deterministic, PRSs

derived from the Psychiatric Genemics Consortium (1) account
for approximately 7% of variation in the risk for schizophrenia
(as measured on the liability scale [5]), with about half of that

variance accounted for by the top (genome-wide significant) locl,
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For example, any individual can be characterized by a polygenic risk
score (PRS ), representing the total number of risk alleles he or she
carrles, weighted by the odds ratio associated with each allele as
derived from previous genome-wide asso - ciation study (GWAS)
findings (3, 4).

For example, any Individual can be characterized by a polygenic risk
score (PRS), representing the total number of risk alleles he or she
carries, weighted by the odds ratio associated with each allele as
derived from previous genome-wide association study ( GWAS) findings

(3, 4).
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