£ GEVALT 1.0 -- my_sample3. ped
File Display Analkvsis Help

| LD Plat | Haplotypes | Phased Genotypes | Individual Stats | Check Markers | Stampal Association l Tagger |

Single Marker | Haplotypes l Permutation Tests |

Haplotype Freq. Chi Square Uncorrected p value

Haplotype Associations

=-Block 1 10.378 0.0056
oo By 0.893 |6.035 0.0140
- A0 0.0ee (0,315 0.5744
cChy 0.041 |9.837 0.0017

=Block Z 329,127 6.2747E-64
oD ARD D RD TN 0.537 |19.088 1.247%9E-5
= CCAACCCCCC 0.137 |5.846 0.00z29
- BCCCAACCCA 0.128 |3.327 0.06881
oA ARRABRCH 0.020 (0,456 0,4993
oA ARRARRCC 0.017 |3.964 0.0465
~CCARDARRCCC 0.0l |121.263 3.3469E-28
- BACCCAACCARN 0.0l |5.422 0.0037
oA ARRACAND 0.013 |e7.6852 1.9504E-16
o AOARCCCALD 0.012 (109,333 1.3377E-25
- ACARBACCCC 0.012 |1.892 0.1e90
- CCAACCCCAL 0.012 |2.698 0.1005
- CCAACCCCCA .01z (0,979 0,3223

£ GEVALT 1.0 -- my_sample3.ped
File Display Analysis

Help

| LD Plot | Haplotypes | Phased Genotypes | Individual Stats | Check Markers | Stampa |§F'-550':iﬂtit'l'l |

Single Marker I Haplotypes | Permutation Tests |
# rame Chi Square Uncorrected p value
23 |Marker 23 9,837 0.0017
31 Marker 31 0,315 0.5744
36 |Marker 36 0,759 0.3743
41 Marker 41 0.032 0.8574
43 |Marker 43 0.126 0.7228
45 |Marker 45 0.442 0.5060
46 |Marker 46 0.75 0.3864
43 |Marker 45 0.639 0.4066
49 |Marker 49 0.1z 0.7290
57 |Marker 57 0.21 0.6469
63 |Marker 63 0.015 0,9039
Marker 66 0,354 0.5356




