Figure S1 Definition of sequence subsets of different evolutionary divergence in Puumala
hantavirus following Duchéne et al. 2015. Sequences in a ML topology connecting to basal
branches (black) were removed to create a sequence subset of reduced evolutionary age (1)
relative to the full data set. Subsets of further reduced evolutionary levels (2 and 3) were created
by removing additional basal sequences where level 3 represents the least diverged subset.
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Figure S2 Geographic distance vs. genetic divergence based on whole genome sequences of
Puumala hantavirus (PUUV). Genetic distance is calculated as p-distance (A), under the TrN+I+G
model of sequence evolution (B) and as sum of branch lengths in a phylogenetic tree (C). Lines
indicate fitted saturation growth models with residual standard errors indicated.
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Figure S3 Relationship between geographic distance and genetic divergence based on deduced
partial amino acid sequences of the Puumala (PUUV) and Tula (TULV) hantavirus nucleocapsid
proteins. p-distances for TULV (A) and PUUV (C) and sum of branch lengths from a phylogenetic
tree estimated on the amino acid sequences are shown for TULV (B) and PUUV (D). Lines indicate
fitted Saturation Growth Rate models with goodness of fit indicated as residual standard errors.
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Figure S4 Pairwise geographic distance plotted against genetic divergence estimated for 15t + 2nd
(A and C) and 3™ codon position separately (B and D). Divergence was modelled using the
TrN+1+G model of nucleotide substitution for PUUV (A and B) and TULV (C and D) partial S-
segment sequence.
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Figure S5 Correlation between pairwise genetic divergence inferred with the TrN+I+G model of
sequence evolution and transition to transversion ratios (Ti/Tv) for PUUV (A) and TULV (B)
partial S-segment sequences. An exponential model was fitted to data points indicated by a solid
line.
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Figure S6 TMRCA estimated using BEAST for PUUV (A) and TULV (B) based on partial S-segment
sequences. Node ages are indicated in years for major nodes. Bars indicate 95% highest posterior

density (HPD) intervals.

KR047244 Elleiheck 2008
KJ994776_Astrup_200!

KR047225, ﬂslrup 2011
JN696355_Astrul

KR047257_ Schledehausen _2008
KR047259_Schledehausen_2008
D}?518217 Osnabrueck_2005

94

R047308_BramscheTower_2007
KR047313, Bramschevarus 2012
JN696364_Bramsche.
- JN696359_ EIIIeIhEcM 2010

1 EU26676!

9_E
GU300139, Senmckemde 2005
GU300143_Sennickerode_2005
JNG96368_Gilserberg_2010

96

223

JNG96369_Salmuenster_2010
JN696356_Sinntal_2010
[EU246963_Laufach1_2007
JN696367_Darmstadt_2009
JN696371_Karlstadt_2010
JN696372_Karlstadt_2010

130

EU085560_Weissach2_2007
JN696361_Heimerdingen_2010
EU085564_Leonberg_2007
EU085565_Renningen_2007

[EU085566_Renningen_2007

88

JN696374_Lackenberg2_2010
DQO016431_Falkenstein1_2004
EU439969_Bavaria1_2005

JN696376_Elsenthal_2010
AY954722_Bavaria3_2004
EU43997 1_Bavaria5_2005
DQO16430_Raimundsreut_2004

005

DQ408273_Cologne1_2
DQ408268_Cologne2_2005
50 DQ322669_Cologne6_2005
DQ322672 Cologned"2005
DQ322675 Cologne10_2005
1995

AJ277030 Thll

AJZTIUS
AJ277076 Molltbllarl 1996

AFZNGSFZW:(OSICQ 1996
AJ888752_Ernstbrunn_1995

5_Gerovo_2008
KF776864_Cerov1_1995
KF776881_Gorjanci_1995

'76872_Pohorje_2007

JN657228 _Jelgava3_2008
Z30705_Evo_1
J238789 | 5

AJ238788 Kalhumakl 1995

769985_Virrat_199!

JQ319161 Kounevesl _2005
JQ319163_Konnevesi_2005
JQ319162_Konnevesi_2005
JN8319_Pieksamaki Zﬂﬂﬂ

JQ319163_Konnevesi_2
JQ319166_Konnevesi. 2005
JQ319167_Konnevesi_2005

= AF367071_Omsk_1999

JN657231 ~Jelgava2_2008
b UN657229_Madona1_2008
AB433843_Samara1_2005

845_Samara2_2005

B433!
Z30708 _Udmurtia_19¢

\F442613_Baskiria_2001
AM746309_Bussjo_1999

AM746314, Dlzknehole 1998
AM746326_Nort

AJ223371 Huggberget 1204
AM746330_Palbole_1998
AM746319_Gumboda_1998

746333_Skaran_1998

AN
AJ223380_Tavelsjo_T994
6Q339479_Moskosel_2005
6Q339481 L]usllask 2005
GQ339480_Gyttjea_2005
6Q0339482_Kahvudden_2005

60339487 Munga_2005
== a339485 Mangeibo. 2005

2 09
296
146
|
180' AJ278093
272 —_
64 e o
—
346 —————  aaa— 20 ioled
247 pr— % AJ238790_Gomselga_ 1332
95
273 156
173
| — =
237 & Euzuns Mellansel_1994
75
292 127
67
171,
85 e 7 Solenen 1905
500 400 300 200 100 0



Figure S6
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