
Updated phylogeny of Chikungunya virus
suggests lineage-specific RNA architecture

– Supplement –
Adriano de Bernardi Schneider1,†, Roman Ochsenreiter2,†, Reilly Hostager1, Ivo L. Hofacker2,3, Daniel Janies4, and Michael T.

Wolfinger2,3,�

1AntiViral Research Center, Department of Medicine, University of California San Diego, San Diego, 92103, United States of America
2Department of Theoretical Chemistry, University of Vienna, Währingerstraße 17, 1090 Vienna, Austria

3Research Group BCB, Faculty of Computer Science, University of Vienna, Währingerstraße 29, 1090 Vienna, Austria
4Department of Bioinformatics and Genomics, University of North Carolina at Charlotte, Charlotte, 28223, United States of America

†These authors have contributed equally to this work.

Correspondence: michael.wolfinger@univie.ac.at

de Bernardi Schneider et al. | August 19, 2019 | 1–2



EF027139.1
KY055011.1
KU940225.1

MG000875.1
MG000876.1

MG649980.1
MG649981.1
MG649979.1

MG649983.1
MG649982.1
KP164569.1
KP164568.1

KY038947.2
KY038946.1

FJ807898.1
GQ428215.1
KT449801.1
DQ443544.2

EU564334.1
KP003809.1
EU564335.1
FJ000068.1
EF012359.1

HM045794.1
KY575568.1
GQ428210.1
EF027134.1
GU199351.1

EU037962.1
GU301780.1
FJ000062.1

FJ000065.1
KC614648.1

MF774613.1
FJ000063.1
FJ807896.1
MG137428.1
KY751908.1
MF773566.1
MF774615.1
MF774618.1

KY057363.1
MG664850.1

MF773569.1
FJ000066.1
FJ807899.1
GU301779.1
KP164869.1
JX088705.1

MF773567.1
KX262989.1
JQ861260.1
EU244823.2
KT324225.1
KT324228.1
KT324224.1

KC862329.1
GU189061.1

JF274082.1
KY704000.1
KY680404.1
KY703960.1
KY703990.1

KY680405.1
KY680397.1
KY680358.1

KT327166.2
KT327163.2
MG967666.1

MF001509.1
KR559475.1
KR559477.1
MF001510.1
MF001506.1
KR559471.1
KY703937.1

KR559495.1
KR559478.1
MF001511.1
KR559472.1

KR559489.1
MF773563.1

MF773561.1
MF773565.1

FJ807897.1
EU703760.1

KM673291.1
KX097988.1

KX097982.1
MG664851.1
HM045802.1
HM045787.1
HM045796.1

HM045797.1
HM045791.1
HM045790.1
HM045800.1

HM045808.1
L37661.3
EF452493.1

HM045810.1
HM045788.1
HM045813.1

HM045820.1
HM045817.1

HM045818.1
AY726732.1

HM045786.1
HM045816.1

HM045785.1

0.08

AUL - America

AUL - Asia

ECSA - IOL

ECSA - MASA

AUL - Cbn

WA

Fig. 1. Maximum-Likelihood phylogenetic tree based on a manually curated alignment of 111 complete CHIKV 3’UTRs. Color coding of the tree based on Fig. 1 in main text.
Leaves are colored according to lineage, with UTRs harbouring the duplication event in the AUL-American lineage are colored separately.
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