
Nanopore

Sequencing

(this study)

Nanopore

Sequencing

(combined)

200M

Genome

Assembly

Post Quality

Control and

Hi-C Sca�old-

ing

Number of Sequences/Contigs 633,844 1,043,600 1,098 302

Sum of Sequence/Contig Length 6,514,819,227 10,462,257,773 268,538,400 198,798,533

Average Sequence/Contig Length 10,278 10,025 244,570.49 658,273

Median Sequence Length 7,405 6,549 60,582.50 24,380

Longest Sequence Length 123,032 238,837 7,592,683 37,891,417

N50 – – 1,274,151 34,538,105

Table S1. Combined D. triauraria sequencing and assembly data. This study and Miller et al. [34]. The decrease

in assembly size after sca�olding is mainly due to the removal of contigs by Purge haplotigs [38].

Species Replicate Total number of

read pairs

Pairs mappable,

unique and high

quality

Pairs used

D. melanogaster 1 126758371 65470274 41063921

D. melanogaster 2 157512176 71652238 45294778

D. triauraria 1 56128496 18491258 14551364

D. triauraria 2 57584713 19513854 15023262

Table S2. Total number of Hi-C read pairs for each species and replicate, the number of pairs considered

and used by HiCExplorer [10].

Species Boundaries Domains

High Confidence Low Confidence High Confidence Low Confidence

D. melanogaster 701 249 552 593

D. triauraria 843 355 639 811

Table S3. Counts of high and low confidence TAD boundaries and domains identified in D. melanogaster

and D. triauraria.
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