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Supplementary Figure 1: Method pipeline overview 
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Supplementary Figure 2: Validation of taxonomic assignation. In rows are 

represented the 82 accession numbers of Oithona species 28S sequences. In bold, type 

localities of O. similis as described in Cornils et al., 2017. In columns are represented 

ribosomal read sets of the eight individuals.  

  



5 
 

Supplementary Figure 3: Oithona similis depth of coverage of biallelic 

loci in seven Tara Oceans samples. In red is represented the theoretical depth of 

coverage. In black is represented the observed depth of coverage. a, Comparison of coverage 

distribution. b, Comparison of the cumulative distribution functions. 
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Supplementary Figure 4: Metagenomic coverage distribution of the seven 

Tara Oceans samples. Genomic depth of coverage distributions of the set of 25,768 

variants obtained after filtering, by populations.  
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Supplementary Figure 5: Genomic differentiation of Arctic Seas Oithona 

similis populations. 
The three computations are based on the B-allele frequency matrix of the seven populations. 

a, Global FST distribution. b, LK distribution 2. The red line represents the χ2 theoretical 

distribution (df = 6). c, Pairwise-FST distributions. d and e Principal Component Analysis 

from pcadapt 3 respectively displaying PC3 against PC4 and PC5 against PC6.  
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Supplementary Figure 6: Allele-specific expression detection. Red lines 

represent normal distribution estimated from the data.  
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Supplementary Figure 7: Functional analysis of Oithona similis transcripts 

targeted by ASE and selection. The axes correspond to statistical metrics computed by 

dcGO Enrichment. Are highlighted the most significantly enriched terms in a, Biological 

Process GO-terms, b, Cellular Component GO-terms, c, Molecular Functions GO-terms. 
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Supplementary Table 1: Oithona similis Mediterranean transcriptomes summary. 
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Supplementary Table 2: Tara Oceans and Oithona similis Mediterranean transcriptomes samples accession numbers 
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Supplementary Table 5: Variant annotation by SNPeff. 
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