
Lassa_virus KM822033

Gbagroube_virus GT830848

Sabia_virus SVT41071

Machupo_virus AF485260

UHV-1 NC_023766

Catarina_virus DQ865244

Guanarito_virus NC_005077

Lassa_virus X52400

North_American_arenavirus JX560799

BoaAv_NL  NC_023761

Pirital_virus AF277659

Tamiami_virus NC_010701

Junin_virus AY746353

Chapare_virus NC_010562

Arenavirus_H0030026 GQ903697

Pichinde_virus JN378747

Lunk_virus_NKS-1 NC_018710

Amapari_virus NC_010247

Parana_virus AF512829

Lymphocytic_choriomeningitis_virus FJ895882

snake7_S3 KP071630

Mopeia_virus_AN20410 NC_006575

snake26_S7 KP071578

Oliveros_virus OVT34248

Pirital_virus ET542420

snake27_S4 KP071474

Bear_Canyon_virus AF512833
Big_brushy_tank_virus EF619035

Flexal_virus NC_010757

Pirital_virus AY573921

snake41_S5 KP071613

Ippy_virus NC_007905

Allpahuayo_virus AY081210

Tonto_creek_virus EF619034

Wenzhou_virus_2 KM051423

Lujo_virus JX017360

snake32_S6 KP071673

Menekre_virus GT830862

Ocozocoautla_de_Espinosa_virus JN897398

Lassa_virus KM822128

Lymphocytic_choriomeningitis_virus FJ607029

Tacaribe_virus TACNP

snake19_S9 KP071671

Luna_virus AB697691

Merino_Walk_virus NC_023764

Cupixi_virus NC_010254

North_American_arenavirus ET123329

snake1_S1 KP071532

snake34_S11 KP071559

Morogoro_virus NC_013057

Lassa_virus KM821980

Mobala_virus NC_007903

Latino_virus AF485259

0.2 subs/site

NP CDS phylogeny

S3 Fig: Phylogeny of representative snake and mammalian arenavirus S segments. Representative snake and mamma-
lian arenavirus sequences were collected and used to create a multiple sequence alignment of the NP CDS, which were used 
to create a Bayesian phylogeny. Red lines indicate Old World mammalian arenaviruses and blue lines New World viruses. 
Sequences accession numbers are indicated. 


