Coccus penangensis YPL00536 SGP

100/1 g C. diiscrepans YPL00710 PNG

86/1

78/0.98

0.03 substitutions/site

e C, sulawesiicus YPL00571 IDN

C. formicarii TK0511 THA
99/0.98 f C- formicarii YPL00515 TWN

C. formicarii YPL00485 TWN

C. formicarii YPL00094 TWN

C. formicarii YPL00488 CHN
C. formicarii YPL00108 TWN
YPL00122 TWN

1 r YPL00291 TWN
88/0.97 & YPL00496 TWN
YPL00732 THA
YPL00465 MYS

_%L YPL00716 QLD AUS

YPL00524 VIC AUS

YPL00787 CA USA
YPL00390 GBR
YPL00377 GBR
YPL00725 GBR
YPL00546 ACT AUS
YPL00727 GBR

100/1

FIGURE S2. The Maximum Clade Credibility (MCC) tree from Bayes-
ian inference analysis using the COI dataset (579 bp) and 60 taxa.
Specimen codes of Coccus hesperidum s. s. (apices of dorsal setae
pointed) are coloured dark blue and those of C. praetermissus sp. n.
(apices of dorsal setae bluntly rounded) are coloured light blue. Tree
was rooted using C. penangensis. Branch support is indicated on
internal branches (MP bootstrap/Bayesian posterior probability). Only
bootstrap values = 70% and posterior probabilities = 0.95 are shown.
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