
Supplementary Figure S1. Unspecific detection of
bacterial sequences using primers for phytoplasma
detection. A. 478 plants collected from affected fields
were evaluated by PCR for phytoplasma infection using
generic primers P1A/P7A and R16F2N/R16R2 [15]. PCR
products of the expected size and obtained from
healthy and CWBD-affected plants were sequenced
(red dots in B). These sequences shared 97-99%
nucleotide identity with sequences of
Alphaproteobacteria, Methyloferula stellata, and
Methylocapsa aurea using BLAST analysis. B.
Evolutionary relationships of sequences obtained in A
(false positives) with 16S phytoplasma groups. The
tree was inferred using the Neighbor-Joining method
available in MEGA7 using a bootstrap of 1000x
replicates. Branches with bootstrap values below 75%
are collapsed. A cassava infected with phytoplasma of
the 16SrIII group (genotype CM6740-7) was used as an
amplification control and its corresponding sequence
is indicated in the tree with a blue dot.
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