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Correction to: BMC Medical Genomics (2021) 13:196
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Following publication of the original article [1], it was 
reported that this article should have been published in 
Volume 14, Supplement 3.

 
The details of the supplement in which this article ought 
to have been published are given below:

 
About this supplement

 
This article has been published as part of BMC Medi-
cal Genomics Volume 14 Supplement 3 2021: Selected 
articles from the 19th Asia Pacifc Bioinformatics Confer-
ence (APBC 2021): medical genomics The full contents 
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The online version of the original article can be found at https://doi.
org/10.1186/s12920-021-01054-2
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