
1¥21

SNV-dixa@associetionmappiugSNVr.s
in g le nucleotide variant

(population genomics)
fHuet)

} many
individuals

÷.EE#3E.*:uaismeasseYarfe-uidneggsB"

Ttt constant sitessegregating so

typaed.to#gegBm,
Hon - segregated

" 'Ii%:Yg.im?Iigns..aE3noEFeEk= Gfc

→ Heo-- bits
i

"

big date
.

" 9£91
(u = 2580

→ 5000 haplotypes)
k

( he 81.000.000 segregating site )

÷i¥¥I#AmmTEIFIfather
[ any child



Fated segregating sits chrome

haplotype blocks

. -
.A# -

- It

T② It

A A CA It

FI9E8 '3
A- A C A H
' D

heed : Dfg does wterist

true. lineage disequilibrium GD) "

" sitsare iaasaklishsgeddsefuilis
.

•-In
EB's.ua?Einle:Yeedeqaiis.iam"



Prolly: (binary )

Give a- next haplotype matrix
will p

'
'

cases
"

and g
"

healthy
"

individuals ( ptg = u) , find

segregating sets that correlate will the

case (disease pattern .
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- Fisher 's exact test
- chi - square test
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