~mEanczi~ T A

w

w @

T ahe 2 SMats

/.

EURM)A—ILKRZED Adrian Serohijos St IC&kbEESERELNV=-LELT-,
Serohijos HEHIRIL, AV /INVEDHFHIEDHAEIZHEWNT, ZLDEELGEE
FLEIFTEONFST . SEIX. T /LTARGEREAVNNVERMBEEERIZE
(TARFDMAEICDODNT, ZTHEEZL TV EEET . ZHOCSNESFLL
THEYFET,

% &: Dissecting the functional drivers of complex

phenotypes using protein-interaction
quantitative trait loci mapping (piQTL)”
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The Central Dogma in Biology dictates that information flows
from DNA to RNA, to proteins, and to complex phenotypes, which
are governed by several hundred to thousands of genes. Complex
traits in humans include height, intelligence, psychological state,
and various diseases. | will describe the development of an
approach, piQTL (Protein-Interaction Quantitative Trait Loci)
mapping, to trace the flow of biological information by correlating
genome-wide polymorphisms to how perturbations in protein-
protein interactions.
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