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Study objects

Eulimnogammarus verrucosus (Gerstf. 1858)

ca. 1cm/ 100 km
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Previous results & available data

» Lorena Rivarola-Duarte et al. A first glimpse at the genome of the
Baikalian amphipod Eulimnogammarus verrucosus. Journal of
Experimental Zoology Part B: Molecular and Developmental
Evolution 322.3 (2014): 177-189.
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Previous results & available data

Lorena Rivarola-Duarte et al. A first glimpse at the genome of the
Baikalian amphipod Eulimnogammarus verrucosus. Journal of
Experimental Zoology Part B: Molecular and Developmental
Evolution 322.3 (2014): 177-189.

lllumina reads: over 30x coverage.

lllumina assembly: N50 = 175, < 50% BUSCO completeness
(C:11.4%[S:11.2%,D:0.2%],F:37.1%,M:51.5%,n:1066)
Transcriptome (lllumina) reads and assembly
(C:89.2%[S:43.0%,D:46.2%],F:8.6%,M:2.2%,n:1066)
Nanopore reads: about 0.5x coverage.

Genome size estimate: ~ 10 Gb.
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Algorithm overview

Low coverage
Nanopore reads

lllumina genome /
transcriptome assembly

filter only reliable results
(e.g. bitscore > 1000 &
indels > mm)

Reliable hits Ovelap graph

Select path

<—( Extend scaffolds )«— Align NP reads

Correct
errors

E—iybrid genome assemblyﬂ

(+bonus exome annotation)
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First results

6071d8d7-40fc-40df-b0fa-18767d807068
82b9f7f2-6453-4a31-ak76-a 1f83c01c17\
0306058d-ebc5-45e9-8a3d-600ac4cOclas dcc18888-d9al-49f3-9f98-7f336f024ab4

\

a2dcc60d-aa25-4464-aece-fff3019a972c

/

df4d8609-2c90-4848-90c6-blac3ca04b09

e020b109-2c14-405f-af9d-63a67dfee0e?

Polina Drozdova & the LabEglo team  Genome assembly 6/ 8



First results

6071d8d7-40fc-40df-b0fa-18767d807068
82b9f7f2-6453-4a31-ak76-a 1f83c01c17\
0306058d-ebc5-45e9-8a3d-600ac4cOclas dcc18888-d9al-49f3-9f98-7f336f024ab4

\

a2dcc60d-aa25-4464-aece-fff3019a972c

/

df4d8609-2c90-4848-90c6-blac3ca04b09

e020b109-2c14-405f-af9d-63a67dfee0e?

-@—--———---E
———
- -
—-—»-
‘ ) —
10kb

Polina Drozdova & the LabEglo team  Genome assembly 6/ 8



Algorithm overview
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filter only reliable results
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