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Questions and Answers 

• Cannot FamLinkX import alleles that are not numeric? 

Version 2.9.3 

Workaround: Import them from file (normal procedure) 



Questions and Answers 

• Should the frequency file downloaded from the FamLink 

website be used as input in its entirety? If so, where should 

it be uploaded 



Questions and Answers 

• Should the frequency file downloaded from the FamLink 

website be used as input in its entirety? If so, where should 

it be uploaded 

The files are FamLinkX projects (.sav format) 



Questions and Answers 

• From the slides in the first session, I noticed there is a 

section for absolute haplotype frequencies per linkage 

group and another for allele frequencies. Should we 

separate the downloaded database into two separate files: 

one containing only allele frequencies and another with 

haplotype frequencies? 

A single file should be used. Haplotypes are a different format and 

Allele frequencies are automatically computed from these 



Questions and Answers 

• To create a database in the same structure as the one 

available on the website, is there a specific tutorial or is it 

the output of a particular software? 

 

See slides from Session 1 on FamLinkX and frequency import 



FamLinkX 
Frequency data import format 
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Haplotypes 

Haplotype DXS10148 DXS10135 DXS8378 Count 

Germa1 13.3 28 12.0 1 

Germa2 13.3 29 12.0 1 

Germa3 14 27 12.0 1 

Germa4 16 22.1 10.0 1 

Germa5 16.1 27 10.0 1 

Germa6 17 27 12.0 1 

Germa7 18 18 11.0 1 

Germa8 18 27 11.0 1 

Germa9 18 27 11.0 1 

Germa10 18 27 11.0 1 

Germa11 18 27 12.0 1 

FamLinkX will automatically detect common STR markers 
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Haplotype DXS10148 DXS10135 DXS8378 Count 

Germa1 13.3 28 12.0 1 

Germa2 13.3 29 12.0 1 

Germa3 14 27 12.0 1 

Germa4 16 22.1 10.0 1 

Germa5 16.1 27 10.0 1 

Germa6 17 27 12.0 1 

Germa7 18 18 11.0 1 

Germa8 18 27 11.0 1 

Germa9 18 27 11.0 1 

Germa10 18 27 11.0 1 

Germa11 18 27 12.0 1 

FamLinkX finds genetic position and mutation rates 



Questions and Answers 

• Many studies report linkage disequilibrium between loci in 

different linkage groups. When using a population database 

where disequilibrium has been identified between loci from 

different linkage groups, should we use haplotype 

frequencies based on linkage groups, or is it more 

appropriate to use haplotype frequencies based on all 12 X-

STRs? 

We will address this and further question today 


