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Supplementary Figure S1. Analysis of the kinase-2 in the NBS domain. The ‘D’ 
residue is shown in all the TNL proteins, whereas the ‘W’ residue is predominant in the 
CNL proteins. Sequence logo representation was generated from multiple alignments 
with MEME software. 
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Supplementary Figure S2. Comparative analysis between blueberry NBS sequences 
and other species. Boxplot of identity distribution scores by protein nr database. 
Blueberry NBS sequences were used as queries against the nr database and the identity 
from the best-matching NBS protein for each blueberry sequence was recorded. Figure 
shows the five species with higher number of hits. 
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Supplementary Figure S3. Distribution of Ks values in blueberry. 
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Supplementary Figure S4. Functional classification of Gene Ontology terms 
regarding ‘biological process’ and ‘molecular function’ according to blast2GO (level 
4). Only terms represented by more than 10% of the sequences in any of the groups are 
shown.  
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Supplementary Table S1: Significant enrichment of GO terms for the blueberry 
NBS set related to several blueberry transcriptomes. Enrichment was measured by 
Fisher's exact test followed by multiple testing corrections. F= molecular function; P= 
biological process. 
 
106 NBS sequences compared with 1,460 sequences regulated in flower buds exposed to 0 
chill units [1] 
GO ID GO term Ontology FDR P-value 
GO:0006952 ADP binding F 7.1E-150 2.2E-153 
GO:0006952 defense response P 2.40E-17 1.5E-17 
     
106 NBS sequences compared with 1,536 sequences regulated in flower buds exposed to 400 
chill units [1] 
GO ID GO term Ontology FDR P-value 
GO:0043531 ADP binding F 1,2E-151 3,8E-155 
GO:0006952 defense response P 2,6E-20 1,6E-22 
     
106 NBS sequences compared with 18,143 sequences regulated during fruit development [2] 
GO ID GO term Ontology FDR P-value 
GO:0043531 ADP binding F 1,7E-194 5,5E-198 
GO:0006952 defense response P 1,8E-51 1,0E-53 
GO:0007165 signal transduction P 6,6E-05 5,5E-07 
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