



Figure S1
Selection of 9-mers (k-mers of k=9) to construct the reference sequence index (hash table) is based on the tradeoff between typing accuracy and processing speed. a) The number of distinct k-mers as a function of k-mer size for 3 sets of norovirus and sapovirus reference sequences; capsid (norovirus and sapovirus), polymerase (norovirus), and all the references combined, b) The 9-mer spectrum showing frequency of occurrences for each 9-mer for all reference sequences versus the number of 9-mers with that number of occurrences.

Figure S2
Dot plot to illustrate choosing an optimal arrangement (alignment) between a query/reference pair. The single nucleotide matches of the residues are represented as grey dots while 4 consecutive matches (4-mer words) are marked red. The diagonal with the highest number of matching nucleotides for the pair represents the optimal arrangement. The algorithm counts all k-mer matches for each arrangement and chooses the one with the highest score.

Figure S3
Example of a HuCaT report generated after submitting an individual query sequence (A) or a batch of 4 sequences (B) showing alignment scores, illustrative plots and phylogenetic trees.
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