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We present genome sequences of 7 species of sea slugs from 4 genera. Illumina
sequencing was performed on tissue from wild-collected museum specimens.
The reads were assembled using a de novo method followed by a finishing step.
The raw and assembled data are publicly available via Genbank.

Methods

Tissues from single, wild-collected individuals were used for this study. Three
specimens were obtained from the Western Australian Museum (WAM)
Marine Mollusca collection (Western Australian Museum 2023), and four
were collected live for this study (CPIC, AMNH, MNHN). Live specimens
were collected by hand while SCUBA diving and preserved in 95-100% EtOH
for DNA sequencing.

DNA extraction was performed using the Qiagen DNEasy genomic
extraction kit using the standard process. Paired-end sequencing libraries were
constructed using the Illumina TruSeq kit according to the manufacturer’s
instructions. The libraries were sequenced on an Illumina Hi-Seq platform
in paired-end, 2 x 150bp format. The resulting fastq files were trimmed of
adapter/primer sequences and low-quality regions with Trimmomatic v0.33
(Bolger, Lohse, and Usadel 2014). The trimmed sequence was assembled by
SPAdes v3.15.4 (Bankevich et al. 2012) followed by a final assembly finishing
step using Zanfona (Kieras, O’Neill, and Pirro 2021).

Results and Data Availability

Date
Species Locality Collected Accession Specimen_voucher
Beagle Bay, 12
Bornella Kimberley, WA, March
anguilla Australia 2008 JBDGEKO000000000 WAMS:44513
Lomanotus Bocas del Toro, 6 Aug
vermiformis Panama 2004 JBBPDFO00000000 CPIC:00556
Seringapatam
Melibe Reef, WA, 27 Sept
bucephala Australia 2007 JBCJKEOO0000000 WAMS:31224
South Mole,
Fremantle, WA, 15 April
Melibe viridis Australia 2019 JBCIKM0O00000000 WAMS:72630
Plocamopherus Kwinana Grain 21 June
ceylonicus Terminal Jetty, 2023 JBCJKFO0O0000000 AMNH:1ZC-00385163
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Date
Species Locality Collected Accession Specimen_voucher
Rockingham, WA,
Australia
Plocamopherus Koumac, New 7 Nov MHNH-
imperialis Caledonia 2018 JBCHJUO0O0000000 IM-2019-26525
Plocamopherus Koumac New 21 Nov MNHN-
tilesii Caledonia 2019 JBBPCV000000000 IM-2019-26526
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