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Supplementary Figure 1. Percentage of BaAP proteins identified with 1, more than 2 and more than 10 peptides
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Supplementary Figure 2. Gene ontology enrichment analysis of all BaAP proteins (a), all
differentially abundant proteins (DAPs) (b) and DAPs identified in comparison between stages
0.9 mm and 1.0 mm (c). Size of bubbles correspond to total number of proteins associated with
the GO term.
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Supplementary Figure 2. Gene ontology enrichment analysis of all BaAP proteins (a), all 
differentially abundant proteins (DAPs) (b) and DAPs identified in comparison between stages 
0.9 mm and 1.0 mm (c). Size of bubbles correspond to total number of proteins associated with
 the GO term. 
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Supplementary Figure 3. Sample clustering by Principal Component Analysis (PCA) by anther
stage. Arrow represents an outlier sample from 0.6mm anther replicate 5
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stage. Arrow represents an outlier sample from 0.6mm anther replicate 5
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