
Figure S4. The COVGAP pipeline. The steps shown ensure the calculation of high quality 

consensus sequences. Particularly, information on read coverage is retained and used both in the 

variant calling procedure and in the draft of the consensus independently from the called variants. 

Finally, the quality of the genome from each sample is scored by %Ns, which determines whether 

the produced sequence is retained or discarded. Support for the creation of this schematic figure 

was provided by BioRender.com.




