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Physiological drivers of deviation from basal metabolism: Development of transcriptome for future work

Surface: temperature (+) specific dynamic action of feeding (+) * 458,857 Trinity ‘genes’ with 94.08% mapping success. N50 of 469 bp, ESON50 of These pathways may respond differently to various
Depth: temperature (-) circadian rhythm linked to low food (-) 980. BUSCO similar to model invertebrates but with higher duplication C: 89.3% environmental factors (i.e. food, light, temperature).
Migration: swimming effort (++++) [C:73.1%, D: 16.2%], F: 9.0%, M 1.7% (978 genes). Predictive understanding will require a detailed analysis.

Transcriptome generation: Six copepods (M&F from both time points) were pooled and RNA extracted using Qiagen
universal RNA mini kit. RNA was sequenced on an lllumina HiSeq2000 with 125-bp paired-end reads and Trinity assembly
conducted following typical protocols (v.2.1.1; Grabherr et al., 2011). Assembly was clustered to 95% similarity using CD-
HIT EST (v.4.6.1; Li and Godzik, 2006). Annotation of the transcriptome with BLASTX versus nr (cutoff 1e®) and Swiss-Prot
(cutoff 1e19). The assembly was reciprocally blasted against other crustacean and the fly assemblies and homologues for
gene families of specific interest (i.e. circadian, molting, metabolic, stress response) were identified.

Methods

Animal Sampling: Respiration individuals were collected May 2017 via small
boat with a Reeve net from 0-150 mwo between 21:00-23:00. Transcriptomics
and proteomics individuals were collected April 2016 from the R/V Atlantic
Explorer with a Reeve net from 0-180 mwo at 20:30 and 2:45. Pleuromamma
xiphias were removed from the tow, identified via microscope and flash frozen
within 35 minutes of capture.

Proteomics: Proteins from female copepods (n=6 per time point) were extracted as per Timmins-Schiffman et al., 2013.
Mass spectrometery was performed at UW on a Q-Exactive mass spectrometer in triplicate in DDA mode. Peptide
identifications and protein inferences for tandem mass spectra for each copepod were found through Comet (2016.01
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Respiration: Copepods were allowed 1 h for acclimatization in the dark in 1-L
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