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Correction to: Mir et al. BMC Medical Genomics 
(2023) 16:239
​h​t​t​p​s​:​​​/​​/​d​o​​i​.​​o​r​​g​​/​​1​0​​.​1​1​​​8​6​​/​s​1​2​​9​2​0​-​​0​2​3​-​0​​1​6​8​0​-​y.

Following the publication of the Original Article, a reader 
identified an error concerning Fig. 1. The error occurred 
due to an unintentional mistake during the image collage-
making; the family “I” chromatogram was inadvertently 
duplicated for family “III”. The authors acknowledged the 
error and affirmed that the errors did not impact the cal-
culations or the interpretation of the article’s results.

BMC Medical Genomics

The online version of the original article can be found at ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​
r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​2​9​2​0​-​0​2​3​-​0​1​6​8​0​-​y.
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The incorrect figure is as follows:
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The correct figure is as follows:

The authors thank the reader for pointing out the error.
The Original Article has been corrected.
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