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Figure S1. Sequence alighment between the annotated 16S rRNA (rrnA16S, NC_000964) and 75 nt RNA-
Seq reads (SRR3466199). RNA-Seq segment IDs are in FASTA+ format (e.g. SeqGr134077_56 represents
the 134077™ unique sequence, and it has 56 identical copies).



