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C Genetic variation in the proximal human NPY promoter:
Impact on domains and motifs
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Delta DBP in cold stress test,

Association of NPY haplotype ATGTGC
with plasma NPY and delta DBP in cold stress test
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C NPY promoter variant V-8804 in twin and sibling pairs:
Deletion variant predicts higher SVRI with lower Cl

28 ]

Wi

GEE:
CE 5'=11,04, p=0.004

SVRI: '=6.47, p=0.038
Covariales: Age. sex

"E n=i72

E 27 —_—

g ViA

or =143

=

g 25

iz

o

=

?

o

< as ; .
: Add

n=36

24

80O

B50 900

SVRI (SVRIBSA), dynes/sicm’im”



A NPY promoter common variant V-880A (Ins/Del, TG/--):
Disruption of a glucocorticoid response element (GRE) motif

Glucocorticoid effect on NPY promater
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A NPY haplotype ATGTGC on BP in the population

NPY haplotype ATGTGC on blood pressure NPY haplotype ATGTGC on BP status
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Time

Human NPY promoter genetic variant V-880A:
Schema for effects on autonomic and disease traits

Event: Experimental setting: Application to NPY:

Gene variant Promoter sequencing
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NPY promoter variation:

Coordinate directional functions in cella and in vivo
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