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Abstract

During the era of genomics, many sequencing methods have been (and continue to be) developed. One family of methods that

has recently gotten a lot of popularity is the reduced representation library method. Yet, there has not been much research

into how to deal with combining reduced representation library data with other types, like (e.g.) whole genome sequencing

data. Merging of different types of data can be difficult and lead to biases in downstream data analysis. This study attempts

to identify the origin of some of these biases and propose strategies to minimize them, by using a dataset of six wolves that

have been sequenced both with MobiSeq and standard whole genome sequencing. Taking the whole genome sequencing data

as reference, we have taken a step-by-step approach to identify parameters that minimize the bias produced by MobiSeq. Our

results show that missing data has a large effect on the data analysis. Therefore, we recommend that areas for variant calling

should be limited to targeted regions of the reduced representation library method, and in some analysis the addition of requiring

a minimum number of individuals can minimize the bias even more.
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