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Figure 1: F-beta measure (orange line) based on the predictions of the CNN on
synthetic data after the training phase, for each binarization threshold value.
The proportion of data discarded for each binarization threshold is also shown
(blue line). The dashed vertical line indicates the threshold of 0.9, providing
the highest F-beta value with the minimum amount of data discarded.
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Figure 2: Map of the sampling locations in French Guiana. Sampling sites were
located on the Maroni river (red), on the Oyapock river (orange), and on other
rivers (black). The maps were created with QGIS 3.6.1


https://www.qgis.org/en/site/forusers/download.html
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Figure 3: Principal coordinate analysis (PCoA) of species composition similarity
between filters. A: Ordination of filter species composition similarity in the
outputs of the CNN applied to raw reads (blue) and in the outputs of OBITools
(yellow). B: Ordination of filter species composition similarity in the outputs of
the CNN applied to clean reads (red) and in the outputs of OBITools (yellow).
Similarity matrices were built with Bray-Curtis distances on read abundance
per species per filter.
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Figure 4: Species detections with the CNN, with OBITools and in historical
records in the Maroni river. A: Overlap of species detections between the CNN
applied to raw reads (blue), OBITools (yellow) and historical records (grey).
B: Number of species per family detected with only one method (CNN applied
to raw reads, OBITools or historical records). C: Overlap of species detections
between the CNN applied to clean reads (red), OBITools (yellow) and historical
records (grey). D: Number of species per family detected with only one method
(CNN applied to clean reads, OBITools or historical records).
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Figure 5: Species detections with the CNN, with OBITools and in historical
records in the Oyapock river. A: Overlap of species detections between the CNN
applied to raw reads (blue), OBITools (yellow) and historical records (grey). B:
Number of species per family detected with only one method (CNN applied to
raw reads, OBITools or historical records). C: Overlap of species detections
between the CNN applied to clean reads (red), OBITools (yellow) and historical
records (grey). D: Number of species per family detected with only one method
(CNN applied to clean reads, OBITools or historical records).
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Figure 6: Species detections with the CNN, with OBITools and in historical
records. Overlap of species detections between the CNN applied to raw reads
(blue), the CNN applied to clean reads (red), OBITools (yellow) and historical
records (grey) for the Maroni river (left) and the Oyapock river (right).



