Supplementary Table 1. Sanger sequencing and NCBI BLAST results for exemplar amplicons from

each treatment of the proof-of concept study

Sequen Sequen
Samp . Storage ce ce . Accessio M Query Identi
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Code ent 1 A ue ge
y
Ct003 BB 14ay 1000 600 Cyclargus — KYH247 1000, 9%
only thomasi 5.1
croos BB sgavs 1000 600 Cyclargus  KYH247 1009, 9%
only thomasi 5.1
cto13 BB qidays 1000 600 Cyclargus  KYH247 1009, 99%
only thomasi 5.1
cto18 S8BT y4ay 1000 600 Cyclargus  KYH247 o 1000, 9%
leaf thomasi 5.1
Ctopp ©88casest o days 95 545 Cyclargpfs KY41247 0 100% 99%
leaf thomasi 5.1
cto26 BB q4days 899 537 Cyclargus — KYH247 5 100, 99%
leaf thomasi 5.1
I KY41247
Ct031  adult NA 1000 598 Cyclargus 0 100%  99%
thomasi 5.1
KY41247
Ct034 adult+leaf  NA 1000 600 Cyclargus 0 100%  99%
thomasi 5.1
Ct038  leaf only NA 26.9 367 NA NA NA NA NA

1 Sequence quality is the average percentage of sites with a Phred score greater > 40 (base call accuracy

of 99.99%).2 Sequence length is the quality trimmed consensus sequence length.



