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Angiostrongylus cantonensis Infection in
Brown Rats (Rattus norvegicus), Atlanta,
Georgia, USA, 2019-2022

Appendix

Evolutionary Analysis by Maximum-Likelihood Method

The evolutionary history was inferred by using the maximum-likelihood method and
Hasegawa- Kishino-Yano model (7). The bootstrap consensus tree inferred from 1,000 replicates
(2) is taken to represent the evolutionary history of the taxa analyzed (2). Branches
corresponding to partitions reproduced in less than 50% bootstrap replicates are collapsed. The
percentage of replicate trees in which the associated taxa clustered together in the bootstrap test
(1,000 replicates) are shown next to the branches (2). Initial trees for the heuristic search were
obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise
distances estimated using the Maximum Composite Likelihood (MCL) approach, and then
selecting the topology with superior log likelihood value. The rate variation model allowed for
some sites to be evolutionarily invariable ([+1], 68.94% sites). This analysis involved 43
nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. There was a

total of 190 positions in the final dataset. Evolutionary analyses were conducted in MEGA X (3).
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A. cantonensis OQ793716 Georgia, USA
A. cantonensis MH069736 Haplotype 17a Louisiana, USA
A. cantonensis OQ793717 Georgia, USA
A. cantonensis MH069732 Haplotype 17a Louisiana, USA
A. cantonensis OQ793718 Georgia, USA

A. cantonensis MH069730 Haplotype 17a Louisiana, USA
A. cantonensis OQ793715 Georgia, USA

A. cantonensis MH069735 Haplotype 17a Louisiana, USA
A. cantonensis MH069733 Haplotype 17a Louisiana, USA
A. cantonensis MH069731 Haplotype 17b Louisiana, USA
A. cantonensis HQ440217 Haplotype 8a Brazil

A. cantonensis MN227185A Haplotype 8b Spain

A. cantonensis MK570631 Spain

A. cantonensis MH069734 Haplotype 8b Louisiana, USA
A. cantonensis MK570631 Australia

A. cantonensis KY703433 Haplotype 13 Thailand

A. cantonensis JX471059 Haplotype 5a Brazil

A. cantonensis MK570630 Haplotype 5a Hawai'i, USA

A. cantonensis AB699589 Haplotype 5b Japan
A. cantonensis MK570632 French Polynesia
r— A. cantonensis KU532148 Haplotype 12a Cambodia
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L——— A cantonensis KY779736 Haplotype 12b Cambodia

. cantonensis KU934243 Haplotype 10a Thailand
. cantonensis AP017672 Taiwan

. cantonensis AB684368 Haplotype 4 Thailand

. cantonensis KY439007 Haplotype 14 Thailand

. cantonensis KY703435 Haploype 15 Thailand
. cantonensis KY703434 Haplotype 11a Thailand

. cantonensis MK516736 Haplotype 11b Thailand

. cantonensis KY703436 Haplotype 16 Thailand
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. cantonensis AB684367 Haplotype 3 Japan
. cantonensis AB684364 Haplotype 2 China

. cantonensis AB684363 Haplotype 1 Taiwan
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. cantonensis AB684358 Haplotype 1 Japan
A. cantonensis AB684360 Haplotype 1 Japan

I_: A. cantonensis JX471055 Haplotype 9a Brazil

A. cantonensis AB684374 Haplotype 6 China
A. cantonensis AB684375 Haplotype 7 Japan

100 ——— Angiostrongylus malaysiensis KU532150

L— Angiostrongylus malaysiensis KU532153

Angiostrongylus costaricensis GU138117

Angiostrongylus mackerrasae MN793157

Angiostrongylus vasorum JX268542

Appendix Figure. Maximum-likelihood phylogenetic tree (1,000 bootstrap replicates) depicting the

phylogenetic relationships of Angiostrongylus cantonensis sequences generated from rat samples from

Atlanta, Georgia, USA, and other representative sequences of various A. cantonensis haplotypes from

various parts of the world.
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