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% of each clade represented in cultured isolates
16S rDNA specificity dot blots
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Station CTD N. depth
UPW 2 3
1 11 3
3 17 5
5 23 2
MIO1 28 5
MIO4 51 1
9 70 5
DYF2 81 5
DYF 95 5
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General trends

Virtual absence of cladell, V/VI/VII, VI, IX and X.

Presence of clade Il only in surface waters down to ~30m,
And more particularly in non-coastal water.

Presence of clade I, increasing with depth (max 60m)
Dominant clade in coastal waters from the north (DY F).

Presence of clade IV in coastal waters (lower in
Non-coastal waters. Dominant clade from the south.
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Vertical distribution of Prochlorococcus 16S rDNA genotypes at 2 stations
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Futurework

% Repeat of the Dot Blots with the Synechococcus probes

% Dot Blot analysis of the same environmental samples
with Prochlorococcus specific probes



