Supplementary Table 1. List of primers used in this study.

Primer Target group Sequence (5> 3’) Reference
TAReuk454FWD1"WP All eukaryotes CCA GCA SCY GCG GTA ATT CC Stoeck et al. (2010)
TAReukREV3REV All eukaryotes ACT TTC GTT CTT GAT YRA Stoeck et al. (2010)
HaptoR1REV Haptophyta CGA AAC CAA CAA AAT AGC AC Egge et al. (2013)
341FFWD Bacteria CCT ACG GGA GGCAGCAG Muyzer et al. (1993)
907RREV Bacteria CCGTCAATTCMTTTG AGT TT Lane et al. (1985)
27FFWD Bacteria AGR GTTYGATYM TGG CTC AG Alm et. al (1996)
Uni522RREV Bacteria GWA TTA CCG CGG CKG CTG Alm et. al (1996)

FWD _ forward primer, REV — reverse primer
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