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Supplementary Materials 

 

Figure S1. 16S Amplicon metasequencing diversity profile of corn at four sampling periods in the 
month preceding harvest. Colour coding of relative abundance data is at the family level. The DNA 
of individual samples of leaves, silk plus a few terminal kernels, and tassels extracted and sequenced 
individually. Main weather details: it rained on the day preceding 1-Sept. sampling; all the other days 
preceding sampling were sunny. 
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Figure S2. Heatmap and cladogram of the samples for the 16S amplicon metasequencing (V4 region) data from 
corn silages inoculated with four inoculation treatments and eight fermentation periods, ranging from fresh to 
64 days of ensiling. Color scale represents the log2 transformation of the CPM (count per million reads). 

 

Figure S3. Changes in alpha diversity parameters, Shannon Index and Observed Species, in relation 
to time of fermentation for the 16S and the ITS amplicons for the four treatments. 
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Figure S4. Heatmap and cladogram of the samples for the ITS amplicon metasequencing data from 
corn silages inoculated with four inoculation treatments and eight fermentation periods, ranging from 
fresh to 64 days of ensiling. Color scale represents the log2 transformation of the CPM (count per 
million reads). 

Table S1. Table identifying the three main OTUs that increased and the three that decreased between 
inoculation versus Control (LB-LH over Control, LB over Control, and LH over Control) of whole 
plant corn silage. Taxonomic identification was performed using the contrast results (EdgeR package) 
following a BLASTn search. 
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Table S2. Table identifying the four main OTUs that increased and the four that decreased between 
fermentation periods in the Control, LB, LH, and LB-LH treatments of whole plant corn silage. 
Taxonomic identification was performed using the contrast results (EdgeR package) following a 
BLASTn search. In addition to the RDP classifier (methods), OTU taxonomy was further characterized 
by BLASTing them against NCBI GenBank general nucleotide collection database (nr/nt). Considering 
the small size of individual OTU, taxonomic identification was good with identical hits showing 100% 
identity with most of the top 20 hits. 
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