Table S3. WTSI primer sequences and combinations.

Amplicon Forw:g:“;;rimer prirrf:rwgsgion Forward primer sequence (5'—3") Reve;zfnzrimer prij;v:;iion Reverse primer sequence (5'3') Ampl;;(;? size
PB2-1 sw_H1N1_PB2F1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTCAAATATATTC sw_H1N1_PB2R9 254  CAGGAAACAGCTATGACCAGCATCGTTTGTTTTGCTCCA 254
PB2-2 sw_H1N1_PB2F1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTCAAATATATTC sw_H1N1_PB2R8 557 CAGGAAACAGCTATGACGTTATTGCCAGCTGTGACTCTGA 557
PB2-3 sw_H1N1_PB2F1 1  TGTAAAACGACGGCCAGTAGCRAAAGCAGGTCAAATATATTC sw_H1N1_PB2R7 750 CAGGAAACAGCTATGACCACTTCTCCTCCTGGAGTGTACA 750
PB2-4 sw_H1N1_PB2F2 129 TGTAAAACGACGGCCAGTCGCACTCAGAATGAAGTGGATGA sw_H1N1_PB2R7 750 CAGGAAACAGCTATGACCACTTCTCCTCCTGGAGTGTACA 622
PB2-5 sw_H1N1_PB2F3 393 TGTAAAACGACGGCCAGTCCCTGTCCACTTCAGAAATCAAG sw_H1N1_PB2R6 1040  CAGGAAACAGCTATGACGTTCCCGTTAGCACTTCTTCTTC 648
PB2-6 sw_H1N1_PB2F4 697 TGTAAAACGACGGCCAGTCACTTAACCCAAGGGACGTGCTG sw_H1N1_PB2R5 1245 CAGGAAACAGCTATGACCTAACTGCCTTGATCATGCAATC 549
PB2-7 sw_H1N1_PB2F5 896 TGTAAAACGACGGCCAGTGACAGAATCCAACTGAGGAACAAG sw_H1N1_PB2R4 1568 CAGGAAACAGCTATGACCCTTGCGTTTCACTGACTTCTTC 673
PB2-8 sw_H1N1_PB2F6 1166  TGTAAAACGACGGCCAGTGAGACGAGCAGTCAATTGCTGA sw_H1N1_PB2R3 1712 CAGGAAACAGCTATGACAACATTGTGGGATCTTGTGACCA 547
PB2-9 sw_H1N1_PB2F7 1436 TGTAAAACGACGGCCAGTGAGTCAGCAAAATGGGAGTAGATG sw_H1N1_PB2R2 2059 CAGGAAACAGCTATGACCCACCCCAGATGTGCCTTCATC 624
PB2-10 sw_H1N1_PB2F7 1436 TGTAAAACGACGGCCAGTGAGTCAGCAAAATGGGAGTAGATG sw_H1N1_PB2R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGTCGTTTTTAAAC 906
PB2-11 sw_H1N1_PB2F8 1607  TGTAAAACGACGGCCAGTGTGGGAGATCAATGGCCCTGA sw_H1N1_PB2R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGTCGTTTTTAAAC 735
PB2-12 sw_H1N1_PB2F9 1942 TGTAAAACGACGGCCAGTCTGGTAAGAGGCAATTCTCCAGT sw_H1N1_PB2R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGTCGTTTTTAAAC 400
PB1-1 sw_H1N1_PB1F1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGCAAACCA sw_H1N1_PB1R9 257  CAGGAAACAGCTATGACTCTGTTTGTGCATACCCACTTG 257
PB1-2 sw_H1N1_PB1F1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGCAAACCA sw_H1N1_PB1R8 489 CAGGAAACAGCTATGACTAGCCTTCCTGACTCATTAGCTG 489
PB1-3 sw_H1N1_PB1F1 1  TGTAAAACGACGGCCAGTAGCRAAAGCAGGCAAACCA sw_H1N1_PB1R7 738 CAGGAAACAGCTATGACATCCCAGGTGTTGCGATAGC 738
PB1-4 sw_H1N1_PB1F2 116 TGTAAAACGACGGCCAGTCCATGGACACAGTMAACAGAACAC  sw_H1N1_PB1R7 738  CAGGAAACAGCTATGACATCCCAGGTGTTGCGATAGC 623
PB1-5 sw_H1N1_PB1F3 422  TGTAAAACGACGGCCAGTCTGCATTRGCCAACACCATAGAAG sw_H1N1_PB1R6 1014 CAGGAAACAGCTATGACGCTCAGGATGTTTCTGAACCA 593
PB1-6 sw_H1N1_PB1F4 674 TGTAAAACGACGGCCAGTATACGATGACCAAAGATGCAGA sw_H1N1_PB1R5 1282 CAGGAAACAGCTATGACGTCCAAGATTCAGTATCGAGAC 609
PB1-7 sw_H1N1_PB1F5 911 TGTAAAACGACGGCCAGTCTGGGACAACACTAAGTGGAATG sw_H1N1_PB1R4 1511 CAGGAAACAGCTATGACTTAGCCACAAATCCATAGCGAT 601
PB1-8 sw_H1N1_PB1F6 1190  TGTAAAACGACGGCCAGTAGATGGCACAGCATCACTGAG sw_H1N1_PB1R3 1725 CAGGAAACAGCTATGACCTCAAATGATCTTCTCGTCTG 536
PB1-9 sw_H1N1_PB1F7 1381 TGTAAAACGACGGCCAGTGCAGGAGTGGACAGATTCTACAG sw_H1N1_PB1R2 2070 CAGGAAACAGCTATGACCTGGTACATCTGTTCATCCTCAA 690
PB1-10 sw_H1N1_PB1F7 1381 TGTAAAACGACGGCCAGTGCAGGAGTGGACAGATTCTACAG sw_H1N1_PB1R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGCATTTTTTCA 961
PB1-11 sw_H1N1_PB1F8 1637 TGTAAAACGACGGCCAGTGGCTCTTCAATTGTTCATCAAAG sw_H1N1_PB1R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGCATTTTTTCA 705
PB1-12 sw_H1N1_PB1F9 1947 TGTAAAACGACGGCCAGTTGGTCCAGCCAAAAGCATGGA sw_H1N1_PB1R1 2341 CAGGAAACAGCTATGACAGTAGAAACAAGGCATTTTTTCA 395
PA-1 sw_H1N1_PAF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTACTGAT sw_H1N1_PAR2 259 CAGGAAACAGCTATGACCCATGATTCGGTCTCTTCCTTC 259
PA-2 sw_H1N1_PAF1 1  TGTAAAACGACGGCCAGTAGCRAAAGCAGGTACTGAT sw_H1N1_PAR3 482 CAGGAAACAGCTATGACTAGTCCGCTTTGGTGGCCAT 482
PA-3 sw_H1N1_PAF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTACTGAT sw_H1N1_PAR4 719 CAGGAAACAGCTATGACCCGTTCGGCTCGAATCCATC 719
PA-4 sw_H1N1_PAF2 185 TGTAAAACGACGGCCAGTTTGTAGAATCTGGTGACCCGAA sw_H1N1_PAR4 719 CAGGAAACAGCTATGACCCGTTCGGCTCGAATCCATC 535
PA-5 sw_H1N1_PAF3 384 TGTAAAACGACGGCCAGTCATATATTACCTAGAGAAAGCCAACA sw_H1N1_PAR5 996 CAGGAAACAGCTATGACGGGATTTATGCCTTTCTCATGTG 613
PA-6 sw_H1N1_PAF4 645 TGTAAAACGACGGCCAGTCGACCAAAGTCTCCCACCGAA sw_H1N1_PAR6 1259 CAGGAAACAGCTATGACGAATCAGTCAATTCACATGCCTT 615
PA-7 sw_H1N1_PAF5 915  TGTAAAACGACGGCCAGTGATGCAATCAAATGCATGAAGACAT sw_H1N1_PAR7 1566 CAGGAAACAGCTATGACACTTACAAAGTTCACCACATCAG 652
PA-8 sw_H1N1_PAF6 1095 TGTAAAACGACGGCCAGTATTGAAGTGGGCACTCGGTGA sw_H1N1_PAR8 1771 CAGGAAACAGCTATGACGCTGAAGAGACTGAAGAAGGCA 677
PA-9 sw_H1N1_PAF7 1416 TGTAAAACGACGGCCAGTATCCTGTGCAGCCATGGATG sw_H1N1_PAR9 2029 CAGGAAACAGCTATGACCAGGTTGTCCCTAAGTGCCT 614
PA-10 sw_H1N1_PAF7 1416 TGTAAAACGACGGCCAGTATCCTGTGCAGCCATGGATG sw_H1N1_PAR1 2233 CAGGAAACAGCTATGACAGTAGAAACAAGGTACTTTTTTGGA 818
PA-11 sw_H1N1_PAF8 1649  TGTAAAACGACGGCCAGTGAGGACTGCGATAGGCCAAGT sw_H1N1_PAR1 2233 CAGGAAACAGCTATGACAGTAGAAACAAGGTACTTTTTTGGA 585
PA-12 sw_H1N1_PAF9 1939 TGTAAAACGACGGCCAGTAACAGTCTATATGCGTCTCCAC sw_H1N1_PAR1 2233 CAGGAAACAGCTATGACAGTAGAAACAAGGTACTTTTTTGGA 295
HA-1 sw_H1N1_HAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGGAA sw_H1N1_HAR7b 334 CAGGAAACAGCTATGACAAATCTCCTGGGTAACACGTTC 334
HA-2 sw_H1N1_HAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGGAA sw_H1N1_HAR6b 625 CAGGAAACAGCTATGACTAGAGACTTTGTTGGTCAGCAC 625
HA-3 sw_H1N1_HAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGGAA sw_H1N1_HARS 796  CAGGAAACAGCTATGACCTAGATTTCCAGTTGCTTCGAAT 796
HA-4 sw_H1N1_HAF2 144  TGTAAAACGACGGCCAGTCCTTCTAGAAGACAAGCATAACG sw_H1N1_HAR5 796 CAGGAAACAGCTATGACCTAGATTTCCAGTTGCTTCGAAT 653
HA-5 sw_H1N1_HAF3 396 TGTAAAACGACGGCCAGTGATATTCCCCAAGACAAGTTCATG sw_H1N1_HAR4 1017 CAGGAAACAGCTATGACCGGGAYATTCCTGAATCCTGT 622
HA-6 sw_H1N1_HAF4 651  TGTAAAACGACGGCCAGTGTGGGGWCATCAAGATACAGCA sw_H1N1_HAR3 1252 CAGGAAACAGCTATGACCAGGTGGTTGAACTCTTTACCTAC 602
HA-7 sw_H1N1_HAF5 900 TGTAAAACGACGGCCAGTGGGTGCTATAAACACCAGCCT sw_H1N1_HAR2 1439 CAGGAAACAGCTATGACCCGTTTCCAATTTCCTTGGCAT 540
HA-8 sw_H1N1_HAF5 900 TGTAAAACGACGGCCAGTGGGTGCTATAAACACCAGCCT sw_H1N1_HAR1 1778 CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTAACT 879
HA-9 sw_H1N1_HAF6 1145 TGTAAAACGACGGCCAGTGAAGAGCACACAGAATGCCA sw_H1N1_HAR1 1778  CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTAACT 634
HA-10 sw_H1N1_HAF7 1287 TGTAAAACGACGGCCAGTGATGGTTTCCTGGACATTTGGAC sw_H1N1_HAR1 1778 CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTAACT 492
NP-1 sw_H1N1_NPF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTAGA sw_H1N1_NPR6 209  CAGGAAACAGCTATGACGCAGAAAGCACCATCCTCTCTA 209
NP-2 sw_H1N1_NPF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTAGA sw_H1N1_NPR5 482  CAGGAAACAGCTATGACGGATCCATTCCGGTGCGAACA 482
NP-3 sw_H1N1_NPF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTAGA sw_H1N1_NPR4 734 CAGGAAACAGCTATGACCTTTCTCTTACTTGATCCATCATTG 734
NP-4 sw_H1N1_NPF2 122 TGTAAAACGACGGCCAGTTCCAAATGTGCACTGAACTCAA sw_H1N1_NPR4 734  CAGGAAACAGCTATGACCTTTCTCTTACTTGATCCATCATTG 613
NP-5 sw_H1N1_NPF2 122 TGTAAAACGACGGCCAGTTCCAAATGTGCACTGAACTCAA sw_H1N1_NPR2 1295  CAGGAAACAGCTATGACTTCCCGCTGAATGCTGCCAT 174
NP-6 sw_H1N1_NPF3 368 TGTAAAACGACGGCCAGTCAAACAATGGCGAAGATGCAAC sw_H1N1_NPR3 973 CAGGAAACAGCTATGACTGTGAGCTGGGTTTTCATTTGGT 606
NP-7 sw_H1N1_NPF4 646  TGTAAAACGACGGCCAGTAGGGTTGCTTATGAAAGAATGTG sw_H1N1_NPR2 1295  CAGGAAACAGCTATGACTTCCCGCTGAATGCTGCCAT 650
NP-8 sw_H1N1_NPF4 646  TGTAAAACGACGGCCAGTAGGGTTGCTTATGAAAGAATGTG sw_HIN1_NPR1 1565  CAGGAAACAGCTATGACAGTAGAAACAAGGGTATTTTTC 920
NP-9 sw_H1N1_NPF5 891 TGTAAAACGACGGCCAGTACTGGTCGGGATAGACCCAT sw_H1N1_NPR1 1565 CAGGAAACAGCTATGACAGTAGAAACAAGGGTATTTTTC 675
NP-10 sw_H1N1_NPF6 1136 TGTAAAACGACGGCCAGTTGGAACTGAGAAGCAGATACTG sw_H1N1_NPR1 1565 CAGGAAACAGCTATGACAGTAGAAACAAGGGTATTTTTC 430
NA-1 sw_H1N1_NAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGAGTTYAAAATG sw_H1N1_NAR6 282 CAGGAAACAGCTATGACAACAGGGCAGAGAGAGGAAT 282
NA-2 sw_H1N1_NAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGAGTTYAAAATG sw_H1N1_NAR5S 554 CAGGAAACAGCTATGACTGACAAGCACTTGCTGACCA 554
NA-3 sw_H1N1_NAF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGAGTTYAAAATG sw_H1N1_NAR4 746 CAGGAAACAGCTATGACCATYACTTGGTCCATCGGTCAT 746
NA-4 sw_H1N1_NAF2 198  TGTAAAACGACGGCCAGTTGTTAACATCAGCAACACCAACT sw_H1N1_NAR4 746 CAGGAAACAGCTATGACCATYACTTGGTCCATCGGTCAT 549
NA-5 sw_H1N1_NAF2 198 TGTAAAACGACGGCCAGTTGTTAACATCAGCAACACCAACT sw_H1N1_NAR2 1159 CAGGAAACAGCTATGACAGTTATTGTCTGTCCCAGTCCA 962
NA-6 sw_H1N1_NAF3 369 TGTAAAACGACGGCCAGTATGCTCCCCCTTGGAATGCAG sw_H1N1_NAR3 892  CAGGAAACAGCTATGACATGCCAGTTATCCCTGCACAC 524
NA-7 sw_H1N1_NAF4 670 TGTAAAACGACGGCCAGTTTGAGAACACAAGAGTCTGAATG sw_H1N1_NAR2 1159 CAGGAAACAGCTATGACAGTTATTGTCTGTCCCAGTCCA 490
NA-8 sw_H1N1_NAF4 670 TGTAAAACGACGGCCAGTTTGAGAACACAAGAGTCTGAATG sw_H1N1_NAR1 1413 CAGGAAACAGCTATGACAGTAGAAACAAGGAGTTTTTTG 744
NA-9 sw_H1N1_NAF5 819  TGTAAAACGACGGCCAGTTATCACTATGAGGAATGCTCCTG sw_HIN1_NAR1 1413 CAGGAAACAGCTATGACAGTAGAAACAAGGAGTTTTTTG 595
NA-10 sw_H1N1_NAF6 1054  TGTAAAACGACGGCCAGTAAATACGGCAATGGTGTTTGGAT sw_H1N1_NAR1 1413 CAGGAAACAGCTATGACAGTAGAAACAAGGAGTTTTTTG 360
MP-1 sw_H1N1_MPF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTAGATRTTGAAAG sw_H1N1_MPR4 236 CAGGAAACAGCTATGACAAGCGTCTACGCTGCAGTC 236
MP-2 sw_H1N1_MPF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTAGATRTTGAAAG sw_H1N1_MPR3 570 CAGGAAACAGCTATGACTTCCATAGCCTTTGCCGTAGT 570
MP-3 sw_H1N1_MPF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTAGATRTTGAAAG sw_H1N1_MPR2 757 CAGGAAACAGCTATGACTTGAATCGCTGCATCTGCAC 757
MP-4 sw_H1N1_MPF1 1 TGTAAAACGACGGCCAGTAGCRAAAGCAGGTAGATRTTGAAAG sw_H1N1_MPR1 1027 CAGGAAACAGCTATGACAGTAGAAACAAGGTAGTTTTTTAC 1027
MP-5 sw_H1N1_MPF2 184  TGTAAAACGACGGCCAGTTTTGTGTTCACGCTCACCGT sw_H1N1_MPR3 570 CAGGAAACAGCTATGACTTCCATAGCCTTTGCCGTAGT 387
MP-6 sw_H1N1_MPF2 184  TGTAAAACGACGGCCAGTTTTGTGTTCACGCTCACCGT sw_H1N1_MPR2 757 CAGGAAACAGCTATGACTTGAATCGCTGCATCTGCAC 574
MP-7 sw_H1N1_MPF2 184  TGTAAAACGACGGCCAGTTTTGTGTTCACGCTCACCGT sw_H1N1_MPR1 1027 CAGGAAACAGCTATGACAGTAGAAACAAGGTAGTTTTTTAC 844
MP-8 sw_H1N1_MPF3 464  TGTAAAACGACGGCCAGTCTGATTCACAGCATCGGTCTC sw_H1N1_MPR2 757 CAGGAAACAGCTATGACTTGAATCGCTGCATCTGCAC 294
MP-9 sw_H1N1_MPF3 464 TGTAAAACGACGGCCAGTCTGATTCACAGCATCGGTCTC sw_H1N1_MPR1 1027 CAGGAAACAGCTATGACAGTAGAAACAAGGTAGTTTTTTAC 564
MP-10 sw_H1N1_MPF4 671 TGTAAAACGACGGCCAGTGCTCCAGTGCTGGTCTGAAAG sw_H1N1_MPR1 1027 CAGGAAACAGCTATGACAGTAGAAACAAGGTAGTTTTTTAC 357
NS-1 sw_H1N1_NSF1 1  TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTGACAAARACA sw_H1N1_NSR4 231 CAGGAAACAGCTATGACAAGTGTCTCGCTGGATTCCTC 231
NS-2 sw_H1N1_NSF1 1  TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTGACAAARACA sw_H1N1_NSR3 438 CAGGAAACAGCTATGACTAGTATCAAGGTCTCTAATCGGT 438
NS-3 sw_H1N1_NSF1 1 TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTGACAAARACA sw_H1N1_NSR2 622  CAGGAAACAGCTATGACATCACAGTTTCTCCAAGCGAA 622
NS-4 sw_H1N1_NSF1 1  TGTAAAACGACGGCCAGTAGCAAAAGCAGGGTGACAAARACA sw_H1N1_NSR1 890 CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTTATC 890
NS-5 sw_H1N1_NSF2 161 TGTAAAACGACGGCCAGTCGAAACAGCCACTCTTGTTGG sw_H1N1_NSR3 438 CAGGAAACAGCTATGACTAGTATCAAGGTCTCTAATCGGT 278
NS-6 sw_H1N1_NSF2 161 TGTAAAACGACGGCCAGTCGAAACAGCCACTCTTGTTGG sw_H1N1_NSR2 622  CAGGAAACAGCTATGACATCACAGTTTCTCCAAGCGAA 462
NS-7 sw_H1N1_NSF2 161 TGTAAAACGACGGCCAGTCGAAACAGCCACTCTTGTTGG sw_H1N1_NSR1 890 CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTTATC 730
NS-8 sw_H1N1_NSF3 342 TGTAAAACGACGGCCAGTCTTTGCGTGCGATTGGACCA sw_H1N1_NSR2 622 CAGGAAACAGCTATGACATCACAGTTTCTCCAAGCGAA 281
NS-9 sw_H1N1_NSF3 342  TGTAAAACGACGGCCAGTCTTTGCGTGCGATTGGACCA sw_HIN1_NSR1 890  CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTTATC 549

NS-10 sw_H1N1_NSF4 527 TGTAAAACGACGGCCAGTATGCAGTTGGGGTCCTCATC sw_H1N1_NSR1 890  CAGGAAACAGCTATGACAGTAGAAACAAGGGTGTTTTTTATC 364



