Supplementary Table 3a PASC nucleotide sequence identities comparison of Angolan mammarenaviruses within Arenaviridae

nt sequence identity S The closest hit species - nt sequence identity L The closest hit species -

S segment (in %) Genbank # segment (in %) Genbank #
ANGO0052 75.1 Okahandja - NC027135 71.6 Okahandja - NC027137
ANGO0070 76.1 Okahandja - NC027135 717 Okahandja - NC027137
ANGO0117 73.6 Luna LSK2 - AB693148 67.3 Luna LSK1 - NC016153

ANG0206 74.5 Mobala - NC007903 67.5 Mobala - NC007904




Supplementary Table 3b Nucleotide sequence and amino acid identity comparison between ANG0117 and OW mammarenaviruses

GPC gene NP gene L gene Z gene
Virus Siggi:‘gnﬁ nt (%) aa (%) nt (%) aa (%) Gz‘;zz‘:nf D) aa (%) nt (%) aa (%)
Luna SLW-1 AB972430 76.3 88.4 73.7 88.4 AB972431 67.3 716 64.3 714
Luna LSK-2 AB693148 752 89.2 75.3 87.6 AB693149 68.3 72.4 65.3 72.4
Luna Zambezi MG637234 75.6 87.4 741 872  MG637235 67.0 70.9 67.0 70.4
Luna LSK-1 AB586644 75.4 89.4 74.0 87.2 AB586645 68.8 7255 66.0 72.4
Luna LSK-3 AB702940 73.9 88.6 73.9 87.0 AB702941 68.7 72,5 64.6 68.4
Luna LVN-1 AB697691 757 88.4 74.8 87.0 AB697692 67.8 72.0 66.7 70.4
Luna NMW-1 AB586646 75.2 89.4 743 86.6 AB586647 68.7 72.8 64.3 69.4
Mopeia AY772170 68.5 76.5 719 817 AY772169 62.3 62.8 613 63.3
Morogoro NCO013057 68.9 79.6 70.3 81.0 NC013058 61.9 62.3 56.6 59.2
Dhati Welel MT078838 70.8 80.3 705 786 MT078839 62.3 62.7 66.0 66.7
Mobala AY342390 69.5 80.8 69.7 77.8 DQ328876 63.1 63.2 60.8 635
Gairo KJ855308 713 79.3 69.9 773 KJ855307 62.7 63.2 61.0 59.1
Lassa NC004296 67.2 75.4 69.0 755 NC004297 50.3 57.3 58.4 58.3
Wenzhou KJ909794 64.0 69.9 675 75.0 KJ909795 57.3 54.0 60.7 613
Loie River KC669697 64.6 70.1 65.3 73.0 KC669692 575 54.6 62.1 63.2
lppy NC007905 67.6 73.0 65.9 725 NC007906 57.8 55.3 58.9 58.5
Solwezi AB972428 67.0 741 66.1 71.0 AB972429 57.4 54.5 62.5 62.8
Kitale MK935153 66.7 72.4 65.7 70.4 MK935152 57.7 54.7 57.8 55.9
Merino Walk GUO78660 63.1 68.5 64.9 68.4 GUO78661 56.8 53.1 59.5 56.3
Okahandja NC027135 635 67.8 65.1 67.3 NC027137 55.9 51.3 55.3 56.3
Dandenong EU136038 5.8 575 62.8 65.7 EU136039 535 483 57.4 517
LcMv DQ868485 57.5 56.7 62.1 65.7 DQ868486 54.3 483 57.4 52.8
Ryukyu KM020191 57.9 56.9 615 65.5 KM020190 53.2 477 54.4 50.6
Lunk NCO018710 58.3 57.1 61.4 63.7 NCO018711 52.9 47.9 50.0 48.4
Lujo NC012776 515 426 60.2 59.1 NC012777 51.9 45.0 52.3 448




Supplementary Table 3c Nucleotide sequence and amino acid identity comparison between ANG0052 / ANG0O070 and OW mammarenaviruses

GPC gene NP gene L gene Z gene

Virus ngzi:‘gnf St aa (%) nt (%) aa (%) ngg;r‘ekn’: L ) aa (%) nt (%) aa (%)
Okahandja NC027135  742/754  845/842  762/767  859/872  NC027137 73.0/73.1  79.8/793  724/717  783/761
Merino Walk GUO78660  66.2/66.8  754/76.  70.6/7L3  797/79.9 GUO78661 63.4/63.0  63.7/636  59.6/59.3  61.8/62.9
Wenzhou KJ909794  61.6/61.3  622/642  66.5/662  69.8/707  KJO09795  55.1/557  520/51.8  59.0/56.6  55.1/53.8
lppy NC007905  64.7/64.2  70.6/733  650/641  69.0/69.2  NCO07906 56.4 522/524  56.0/56.7 54.8
Solwezi AB972428  653/645  695/71.6  64.8/64.2 68.6 AB972429  56.1/562  533/527  57.3/56.6  54.3/53.3
Mopeia AY772170  643/641  68.0/67.9  634/632  685/60.0 AY772169 57.3/564  527/526  56.9/543  505/52.7
Kitale MKO35153  62.8/63.8  685/702  65.6/657  68.4/693 MKI35152 55.6/56.0  532/531  51.6/495  47.8/45.6
Loie River KC669697  63.7/635  67.1/67.9  654/640  68.0/689  KC669692 56.7/56.6  537/53.3  59.4/612  56.0/58.2
Lassa NC004296  65.7/66.4  69.3/600  639/638  67.8/683  NC004297 56.6 522/51.9  614/568  63.2/60.9
Morogoro NCO13057  63.7/659  67.2/687  641/643  67.8/683 NCO13058 56.6/559  52.7/526  52.2/52.9 50.5
Dhati Welel MTO78838  63.4/65.6  68.0/69.1  647/646  67.8/681 MTO78839 56.9/562  53.0/524  60.8/59.0  58.9/60.0
Gairo KJ855308  64.2/65.3  67.6/60.0  64.4/635  67.6/668  KJ855307 57.2/57.5  529/531  54.6/571  48.9/5L.1
Luna AB586644  64.9/654  68.0/684  631/639  67.4/681 AB586645 56.2/56.7  518/522  60.3/562  557/56.8
Dandenong EU136038  59.1/592  57.0/57.7  635/625  66.2/66.7 EU136039 52.2 46.2 58.7/54.9 55.2
Mobala AY342300  635/641  67.1/686  641/643  66.1/67.0 DQ328876 57.2/57.1  529/530  58.2/601  60.0/58.9
Ryukyu KM020191  583/58.1  545/560  63.4/622 65.6 KM020190  526/52.9  464/467  58.0/545 575
LcMv DQ868485  59.1/59.3  56.2/56.9  633/622  653/656  DQB868486 52.3 4631471 5721542 517
Lunk NCO18710 58.7/580  557/559  63.1/62.5  64.7/660 NCO18711 5L5/52.0  46.6/465  54.8/5L5 49.4
Lujo NC012776  51.0/50.4  42.8/426  60.9/613  59.9/59.4  NCO12777  51.8/51.1 45.1 520/48.4  402/39.1




Supplementary Table 3d Nucleotide sequence and amino acid identity comparison between ANG0206 and OW mammarenaviruses

GPC gene NP gene L gene Z gene
Virus Siggi:‘gnﬁ nt (%) aa (%) nt (%) aa (%) Gz‘;zz‘:nf D) aa (%) nt (%) aa (%)
Mobala AY342390 75.4 85.1 76.7 88.0 DQ328876 69.5 74.3 69.7 62.6
Gairo KJ855308 73.0 83.0 73.0 84.9 KJ855307 68.4 72.2 64.3 615
Dhati Welel MT078838 746 85.7 72.9 84.3 MT078839 68.5 71.4 61.2 61.6
Mopeia AY772170 68.5 78.1 71.4 786 AY772169 64.0 64.1 60.6 56.1
Luna AB586644 717 80.4 70.8 78.7 AB586645 62.7 63.3 62.9 57.7
Morogoro NC013057 702 79.4 71.8 77.9 NC013058 62.0 62.5 56.2 55.1
Lassa NC004296 68.4 77.8 68.8 73.4 NC004297 60.0 58.7 62.9 58.3
Wenzhou KJ909794 65.5 721 66.6 714 KJ909795 57.6 55.0 60.5 59.0
Loie River KC669697 66.7 735 65.9 70.2 KC669692 57.2 54.9 58.2 61.1
Solwezi AB972428 67.9 74.8 65.0 68.9 AB972429 57.9 55.3 64.6 62.5
Iopy NC007905 65.7 72.3 64.2 68.6 NC007906 58.1 56.0 59.9 58.8
Kitale MK935153 66.5 717 64.1 68.3 MK935152 57.0 55.3 5.8 59.4
Merino Walk GUO78660 64.8 69.7 63.8 65.9 GUO78661 57.0 52.9 55.9 52.8
Okahandja NC027135 64.2 67.9 63.6 65.7 NC027137 56.2 52.1 57.4 58.4
Dandenong EU136038 59.1 59.2 61.9 635 EU136039 53.4 477 57.1 50.0
Lunk NCO018710 59.0 57.1 613 63.3 NCO018711 53.1 483 55.0 473
LCMV DQ868485 59.1 58.6 61.9 62.9 DQ868486 54.1 47.9 55.3 478
Ryukyu KM020191 60.1 58.8 5.8 61.9 KM020190 52.9 47.2 54.2 48.9
Lujo NC012776 51.0 442 60.7 60.1 NC012777 52.1 455 49.6 40.4




