Desequilibrio gamético
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Representacao/Descri¢do de LD
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Evolugédo de LD
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Factores que influenciam LD

Factores demograficos

Ha um equilibrio entre a recombinagéo (que tende a eliminar o LD) e a deriva genética
(que tende a elevar 0 LD)
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Factores que influenciam LD
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Factores que influenciam LD

Factores demograficos
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Factores que influenciam LD

Factores gendmicos
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Factores que influenciam LD

(=)

Factores gendmicos

= Yruba

a 129 — Franch Region 2
5 40 Badauin
E = Malkrani
== =4 Han
t % =1— Paipuan
T 5] — Maya
52
e 4 (b)
= -
EB-. 2
o-n T T T T T I T
55,500 55 500 55,700 55,800
Position jkb)
R Reagion 12 )
o2
T 0 |
by
Ex &84
i |
Tz &9
c
2 & 4l {c)
g. 2 -
i
0 T T T T T T
24,500 24,700 24,800
Paosition (k)

cM/Mb

L
12
=} . . A 0.007em
[ I [ [

[
26700000 26800000 27100000

chiMin
oo
[

=~

Lurrerdt Opinion in Genetics & Developmeni




Factores que influenciam LD

Factores gendmicos
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Factores que influenciam LD

Factores gendmicos
SND SNP SNP SNP
a S
B B B
Chromosome1 AACACGCCA.... TTCGGGGTC.... AGTCGACCG....
Chromosome2 AACACGCCA.... TTCGAGGTC.... AGTCA ACCG....
Chromosome3 AACATGCCA.... TTCGGGGTC.... AGTCA ACCG....
Chromosome4 AACACGCCA.... TTCGCGGTC.... AGTCCACCG....
b Haplotypes

Haplotype1 CTCAAAGTACGGTTCAGGCA
Haplotype2 TTGATTGCGCAACAGTAATA
Haplotype3 CCCGATCTGTGATACTGGTG
Haplotype4 TCGATTCCGCGGTTCAGACA
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Aplicagbes de LD
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Evolucao de LD e idade de mutagbes
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Evolucao de LD e idade de mutagbes
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