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 Treatments: 

• Control  40ppb ozone 
• Ozone   80ppb ozone 

Treatment Pollen[g] Inflorescence 
[cm] 

a 40ppb O3
 0.35 ± 0.154 30.5 ± 5.0                       

b 80ppb O3
 0.30 ± 0.133 32.9 ± 4.4                       

a b 

Treatment Reads Contigs Singletons 

40ppb O3 665,933 3,742 31,184 

80ppb O3 576,199 3,228 24,212 



Transcriptome analysis via 454-sequencing 

Sequence assembly 
Newbler2.5.3 

BLASTX 
Matched on  

Arabidopsis thaliana 

BLASTX 
Matched on 

non-red. Protein 

• Stress regulated transcripts 
are induced due to ozone 
treatment 

• Yet known allergens are 
slightly up-regulated 
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