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Figure 4: Bioinformatic methods for ID of fecal samples (black stars). A.
Neighbor joining phylogenetic tree generated with BOLD. B. RAXML
phylogenetic tree generated by cytb sequences. C. Mitochondrial genome
RAXML phylogenetic tree. D. Pavian visualization of kraken2 results.

Figure 6: Field generated data identified species in real-time while
conducting research in Guyana. Maximum likelihood tree of cytb sequences.
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