Comparative assessment of the resulting gray whale transcriptome assembly

Data sources

For general comparison we used bowhead whale transcriptome assemblies published by Keane et

al., which correspond to Alaska and Greenland specimens, and the respective genome assembly

[1].

For analysis of differential gene expression we used raw data on liver and kidney transcriptomes

from bowhead whale [2] and minke whale [3], see also the Table 10 in the Supplementary

materials of the last paper.

Comparative assessment based on published transcriptome assemblies

Table S1 General assessment of the transcriptome assemblies

Gray whale | Bowhead Bowhead whale | Bowhead
transcriptome | whale transcriptome whale
transcriptome | (Greenland) genome
(Alaska) (CDS)
Total number of contigs 114233 423657 1059024 22677
N50 1280 2436 1283 1671

It is worth noting, that both bowhead whale transcriptomes have unrealistic total number of

contigs, with an extreme value over a million for the Greenland specimen transcriptome. The

N50 value is too high for the Alaska specimen. All in all, both bowhead whale transcriptomes

seem to contain an increased number of ‘false positive’ contigs.

Table S2 Comparison of the transcriptome assemblies versus the genome assembly CDSs

(>0.7 length and > 0.7 identity for a
transcriptome contig)

Gray whale Bowhead Bowhead
transcriptome whale whale
transcriptome | transcriptome
(Alaska) (Greenland)
Number of mapped contigs 35242 84465 131617
(transcriptome to genome)
Number of CDSs covered by 17880 20457 19557
transcriptome contig hits
Number of reliably mapped contigs 11220 11122 16821




Number of genomic CDS covered by 6178 5819 7160
reliable hits (>0.7 length and > 0.7
identity for CDS)

Fraction of mapped transcriptome
contigs 0.308 0.199 0.124

Fraction of reliably mapped
transcriptome contigs 0.098 0.026 0.016

Table S3 Comparison of the transcription assemblies versus the bowhead whale (Alaska)

transcriptome assembly

Gray Bowhead whale
whale transcriptome
(Greenland)
Number of mapped contigs 94863 382966
Number of target transcriptome contigs with hits 121025 294747
Number of reliably mapped contigs (>0.7 length and > 0.7 75055 195383
identity for a query contig)
Number of target contigs with reliable hits (>0.7 length and 79288 155220
> 0.7 identity for the target contig)
Fraction of mapped transcriptome contigs 0.830 0.362
Fraction of reliably mapped contigs 0.657 0.184
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