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Pruritic Cutaneous Nematodiasis Caused
by Avian Eyeworm Oxyspirura Larvae,
Vietham

Appendix

MH981971 Dirofilaria repens
MK868471 Filarioidea sp.
AF036588 Brugia malayi
931 AF227234 Wuchereria bancrofti
| —92[_ DQ531723 Dipetalonema sp.
KT907503 Filarioidea sp.
KTB78983 Rumenfilaria andersoni
L LC378874 Onchocercidae sp.
IF934735 Breinlia mundayi
DQ094173 Loa loa
KM234638 Foleyella furcata
KT885226 Elaeophora schneideri
DQ094171 Acanthocheilonema viteae
92 MG593242 Achanthocheilonema spirocauda
DQO094175 Setaria digitata
LR594609 Oswaldofilaria chabaudi
AY702704 Serratospiculum tendo
MGB05661 Diomedenema diomedeae
100y LC316613 Oxyspirura petrowi
—%E‘ KF110800 Oxyspirura petrowi
LC508119 Oxyspirura sp. larvae
HMO67977 Streptopharogus sp.
69 MG957120 Spirocerca vulpis
1001 nMHB28159 Spirocerca lupi
1X235976 Hadjelio truncata

ggy AY702701 Cyrnea mansioni
99| I: EU004815 Cyrnea leptoptera
] EU004816 Cyrnea seurati
100] MGB0R040 Physaloptera sp.
—|— DQ503458 Physaleptera turgida
rT 100'— MG594295 Salmonema sp.
IF803927 Salmonema ephemeridarum

ot 99 DQ094172 Ascarophis arctica
100'— MG594291 Cystidicola farionis

62

0.005

Appendix Figure. Molecular phylogenetic tree reconstructed from 18S rDNA sequences of Oxyspirura larvae from
skin lesions of a patient, Vietnam. The evolutionary history was inferred by using the maximum likelihood method
based on the Kimura 2-parameter model. A discrete Gamma distribution was used to model evolutionary rate
differences among sites (+G). The rate variation model allowed some sites to be evolutionarily invariable (+1). All
positions containing gaps and missing data were eliminated. Bootstrap values >50% are shown above branches.

Bold text indicates nucleotide sequences obtained in this study. Scale bar indicates nucleotide substitutions per site.
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