Additional file 5: Table S2 - Impact of sequencing depth on assembly quality of

PGBO04.
Number of 384-
1 2 3 4 5

well plates
Coverage of

L 87,046 91,759 92,289 92,418 92,452
scaffold (bp)
Coverage of 93.0 98.0 98.6 98.7 98.8
scaffold (%)
Average non- 299,266 598,532 897,797 1,197.063 1,496,329
redundant (bp)®
Average total size 88,929 95,376 96,860 97,847 99,515
(bp)*

3.2 6.4 9.6 12.8 16.0

Depth (fold)®

L2The total number of nucleotides in contigs matching the final PGB04 scaffold (93,592

bp) is given in base pairs and percent.

The sum of sequence lengths of all reads assembled into contigs is averaged.

Nucleotides in overlapping regions of bidirectional reads were counted once.

*The sum of all contigs is given. The sum sometimes exceeds the size of the final PGB04

scaffold.

>Sequencing depth was calculated as a function of the average non-redundant base pair

divided by the length of the scaffold PGBO0A4.



