GLTMEDNA.NC_0219... |~ |NC_021952.1 -~

Go @ M o= 4 |

= I O B R B I A £ |

GLTtotal vs.GLT.mEDNA alnban |
verage

GLTEotal vs GLT.mEDNA aln.ban

File Genomes View Tracks Regions Tools Help

4585 reads

Leontopithecus_chr...|~||NC_037878.1 v‘ Go 1 @O = 2 | =R R
16 kb
kb 2kb akb 6 kb skb 10 kb 12 kb 14 kb 16 kb

GLTtotal vs BLT.mtDNA mergec | (52332

Coverage

Lo D [ied

GLTtotal vs BLT. rmtDNA. rmerge

5516 reads

[» ][

[ tracks loaded |[P]nc_o37878.1:7.930 I

[i7om o T.osam_

Fig S1. Alignment of reads to L. rosalia from the first 24 hr run to the reference mitogenome
(KC757399) has 96.83% contig identity over 92% of its length, with 5’ gaps (top). Alignment to L.
chrysopygus reference (NC_037878) improves to 99% with complete coverage over the full
length (bottom). The 5516 reads are combined from 2810 (15t run) and 2706 (2" run).




