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Supplemental data 1. Differential expression analysis of genes in the different ecotypes of P. tricornutum. Volcanoplots obtained from transcriptomic data. Red points and numbers correspond to up regulated genes in Pt3 Fu, Pt3 Ov, Pt3 Tr, Pt3, Pt4 or Pt8 compared to Pt1.8.6 used as a reference. Blue points and numbers correspond to down-regulated genes in Pt3 Fu, Pt3 Ov, Pt3 Tr, Pt3, Pt4 or Pt8 compared to Pt1.8.6. Differentially expressed genes have a fold change ≤ 0.5 or fold change ≥ 2 (i.e -1 <log2FC> 1) and p-value ≤ 0.05 ((i.e log10pvalue> 1,3).
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Supplemental data 2. Heatmap of genes implicated in protein secretion, regulation of exocytosis and vesicle docking involved in exocytosis of P. tricornutum after BLAST on genes of A. thaliana (AT) identified according to TAIR. In green, genes up-regulated with significant fold change > 2 (i.e log2FC> 1), p-value<0,05; in red genes down-regulated with significant fold change <0,5 (i.e -1 <log2FC), p-value<0,05; in white genes with non-significant fold change. Genes in Pt3 Fu, Pt3 Ov, Pt3 Tr, Pt3, Pt4 or Pt8 compared to Pt1.8.6.

[image: ]Supplemental data 3. Heatmap of genes implicated in protein secretion, regulation of exocytosis and vesicle docking involved in exocytosis of P. tricornutum after BLAST on genes of Homo sapiens (HS) identified according to UNIPROT KB. In green, genes up-regulated with significant fold change > 2 (i.e log2FC> 1), p-value<0,05; in red genes down-regulated with significant fold change <0,5 (i.e -1 <log2FC), p-value<0,05; in white genes with non-significant fold change. Genes in Pt3 Fu, Pt3 Ov, Pt3 Tr, Pt3, Pt4 or Pt8 compared to Pt1.8.6.


[image: ]Supplemental data 4. Number of genes implicated in protease activities in P. tricornutum. Genes involded in protease activities were obtained from UniprotKB (keyword : KW-064 Protease) and from DiatomicBase. Genes in Pt3 Fu, Pt3 Ov, Pt3 Tr, Pt3, Pt4 or Pt8 compared to Pt1.8.6.

Supplemental data 5. PRISMA checklist, abstract checklist and flow diagram


[image: ]Supplemental data 6. Alignment results of the different sequencing on reference genome (Phaeodactylum_tricornutum.ASM15095v2) with Hisat2 V2.1.0.
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up-regulated down-regulated non-significant FC

Pt3 Fu 36 18 119

Pt3 Ov 31 28 114

Pt3 Tr 33 16 124

Pt3 41 29 103

Pt4 39 27 107

Pt8 47 25 101
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Assigned % Unassigned %

Pt1 8.6 C8d rep1 (Cruz de Carvalho et al. 2016) 70,5 29,5

Pt1 8.6 C8d rep2 (Cruz de Carvalho et al. 2016) 68,9 31,1

Pt3 (Rastogi et al. 2020) 76,1 23,9

Pt3 OR1 (Ovide et al. 2018) 70,9 29,1

Pt3 OR2 (Ovide et al. 2018) 73,0 26,9

Pt3 OR3 (Ovide et al. 2018) 74,2 25,8

Pt3 OR4 (Ovide et al. 2018) 70,3 29,7

Pt4 WT1 (Konig et al. 2017) 79,6 20,4

Pt4 WT2 (Konig et al. 2017) 79,6 20,4

Pt4 WT3 (Konig et al. 2017) 80,1 19,9

Pt3 F1 (Ovide et al. 2018) 73,4 26,6

Pt3 F2 (Ovide et al. 2018) 71,5 28,5

Pt3 F3 (Ovide et al. 2018) 72,3 27,7

Pt3 F4 (Ovide et al. 2018) 75,3 24,7

Pt8 R1 (Zhao et al. 2021) 64,3 35,7

Pt8 R2 (Zhao et al. 2021) 66,7 33,3

Pt3 T1 (Ovide et al. 2018) 72,5 27,5

Pt3 T2 (Ovide et al. 2018) 73,3 26,7

Pt3 T3 (Ovide et al. 2018) 75,2 24,8

Pt3 T4 (Ovide et al. 2018) 75,9 24,1


