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Introduction - Methods

Haemoprotein (Nir S)

Replicate samples were taken from three arable fields at SCRI. Total

_ Denitrification can be economically and DNA was extracted and amplified, by PCR, using NirK primers.
NOs  environmentally undesirable Products were cloned and a high throughput sequencing methods ware
¥ Serious contribution to global warming and applied. 96 clones from each sample were sequenced. Sequences were
No;  O0Zone depletion aligned in POA and grouped at a 0.075 substitution per base level in
e Topal-i. A neighbor joining tree was produced, using a F84 model
2 e reductase nymes NO N,O N, with gamma rates. Rarefaction analysis was used to estimate
Metalofsvoprotein Gu k) eonde - Nirowsorde - pinreaen saturation of coverage and PCO analysis applied to indicate

relationships between samples

Table of clones grouped at 0.075 substitutions per base coloured
backgrounds are shown where groups represent >1% of total clones
and correlate with the phylogenetic tree
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Results
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Neighbor joining tree (F84 ® %,
model with gamma rates) of ® N *%y
NirK sequences from arable
fields, upland grassland and . .
database sequences. Terminal Dlver51ty
taxa are representatives of .
clustering zll)t 0.075 substitutions Shanngn—Welner
per base. Blue = Arable types Mid Pilmore] [ H=3.42
<1% total clones, Red = Upland Mid Loan!] O H=3.45
grassland types, Purple = Bullionfield] [ H=3.73
Database examples, Other
colours relate to table (arable
types >1% total clones). Total[l [ g H=3.87

Rarefaction analysis of sequences
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Rarefaction analysis indicates that,
excluding single clone types (each of which
represents 0.14% of the total population)
sequence diversity has been exhausted.

o5 PCO analysis indicates no clear
i 3 , 1 separation in clone populations
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Conclusions & Acknowledgements

There is no clear separation in NirK patterns between sampled fields.

High throughput sequencing has exhausted sequence diversity, excluding single clone types.

Diversity is high when compared to upland grass rhizoplane samples (Abstract A7-2).
There is little correlation between arable and upland types (Abstract A7-2).




