
https://helda.helsinki.fi

Assessing reproducibility of inherited variants detected with

short-read whole genome sequencing

Pan, Bohu

2022-01-03

Pan , B , Ren , L , Onuchic , V , Guan , M , Kusko , R , Bruinsma , S , Trigg , L , Scherer , A ,

Ning , B , Zhang , C , Glidewell-Kenney , C , Xiao , C , Donaldson , E , Sedlazeck , F J ,

Schroth , G , Yavas , G , Grunenwald , H , Chen , H , Meinholz , H , Meehan , J , Wang , J ,

Yang , J , Foox , J , Shang , J , Miclaus , K , Dong , L , Shi , L , Mohiyuddin , M , Pirooznia ,

M , Gong , P , Golshani , R , Wolfinger , R , Lababidi , S , Sahraeian , S M E , Sherry , S ,

Han , T , Chen , T , Shi , T , Hou , W , Ge , W , Zou , W , Guo , W , Bao , W , Xiao , W , Fan ,

X , Gondo , Y , Yu , Y , Zhao , Y , Su , Z , Liu , Z , Tong , W , Xiao , W , Zook , J M , Zheng ,

Y & Hong , H 2022 , ' Assessing reproducibility of inherited variants detected with short-read

whole genome sequencing ' , Genome Biology , vol. 23 , no. 1 , 2 . https://doi.org/10.1186/s13059-021-02569-8

http://hdl.handle.net/10138/338968

https://doi.org/10.1186/s13059-021-02569-8

cc_by

publishedVersion

Downloaded from Helda, University of Helsinki institutional repository.

This is an electronic reprint of the original article.

This reprint may differ from the original in pagination and typographic detail.

Please cite the original version.






















































