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Environmental sample
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PCR with oxygenic
phototroph biased 16SrDNA
primers
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| mmobilise 30ng of product on
membrane (in triplicate)
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Hybridise 32P-labelled Syn-
gpecific and eubacterial
oligonucleotide probe

Dot blot hybridisation
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Determination of relative hybridisation

Relative Hybridisation (%) =

|

Senv

Eenv

|

Scon

Econ

E

x100

*Where Senv and Eenv represent hybridisation to environmental DNA of the specific
and eubacterial probes respectively, and Scon and Econ are the slopes of the specific

and eubacterial probe-binding curves respectively.

«Calibration curves are used to normalise signals
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Conclusions

« Cladesll, VIII and I X undetectable at Roscoff, Helgoland and Blanes
coastal sites by dot blot hybridisation. In agreement with clone library
data.



Phylogeny of PICODIV
cyanobacterial sequences
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Conclusions

Clades II, VIII and IX undetectable at Roscoff, Helgoland and
Blanes coastal sites by dot blot hybridisation. In agreement with
clonelibrary data

Clade X detected in low abundance
Clades| and IV present in each site

Inconsistances between total Synechococcus signal and cytometry
counts maybe due to:

« Unknow genotypes not being amplified but detected by FC
» Differential PCR amplification of heterotrophs and plastids



