CA/07 (parental) CA/07-MA
Length - -
Segment Junction Reads Junction Reads
(nt) Reads Reads
Reads RPM Reads RPM
PB2 2,341 54,846 1,488 27,131 | 101,081 [ 10,992 | 108,744
PBI 2,341 78,165 329 4,209 68,778 1,069 15,543
PA 2,236 9,237 36 3,897 4,079 0 0
HA 1,777 41,576 406 9,765 24717 96 3,884
NP 1,565 42,013 2 48 27,609 0 0
NA 1,458 17,215 0 0 10,275 0 0
M 1,027 40,315 1 25 31,803 0 0
NS 890 86,919 169 1,944 57,800 25 433
total 13,635 | 370,286 | 2,431 47,019 | 326,142 | 12,182 | 128,604

Table S1. HISAT?2 analysis of junction reads.
Paired reads were trimmed and aligned to reference sequences using HiSat2

to quantify DVG junction-spanning reads. The relative abundance of junction

reads was expressed as number of reads per million (RPM).
HiSat2 program reference: Bolger, A. M., Lohse, M., & Usadel, B. (2014).
Trimmomatic: A flexible trimmer for [llumina Sequence Data. Bioinformatics, btul70.




MA vs Parental

Segment | Nucleotide # | Reference| Change | Frequency | Log p value | Coverage | ORF [Codon#| Codon change | Substitution
1 162 A G | 0.013 -460 26101 PB2 54 AGA -> AGG none
1 196 A G | 0.012 -230 15265 PB2 66 AUG -> GUG M ->V
1 217 [ A | 0.032 -597 12107 PB2 73 CAA -> AAA Q->K
1 242 [ A | 0.014 -128 8440 PB2 81 ACA -> AAA T->K
1 244 A C | 0.013 -78 8316 PB2 82 AAC -> CAC N ->H
1 275 C G | 0.019 61 2104 PB2 92 UCA -> UGA* S -> Stop
1 282 G U | 0.013 21 1696 PB2 94 CUG -> CUU none
1 309 C U | 0.019 36 1296 PB2 103 GGC -> GGU none
1 338 A G | 0.016 22 1222 PB2 113 AAG -> AGG K->R
1 340 G C | 0.013 -18 1269 PB2 114 GUA -> CUA V> L
1 353 A U | 0.012 -14 1105 PB2 118 UAU -> UUU Y->F
1 575 A G | 0.012 -6 1096 PB2 192 GAG -> GGG E>G
1 664 G A | 0.012 -17 1128 PB2 222 GGC -> AGC G->S
1 807 A G | 0.013 -6 1235 PB2 269 AGA -> AGG none
1 1543 C A | 0.010 -17 1758 PB2 515 CCC -> ACC P>T
1 1928 C A | 0.015 -40 2020 PB2 643 UCA -> UAA* S -> Stop
1 2021 C A | 0.019 -119 6880 PB2 674 GCA -> GAA A->E
1 2026 A U | 0.011 -68 7278 PB2 676 ACU -> UCU T->S
1 2142 [ A | 0.014 -326 21255 PB2 714 AGC -> AGA S->R
1 2187 G A | 0.038 -2445 40658 PB2 729 GGG -> GGA none
2 78 A G | 0.010 -323 36526 PB1 26 GGA -> GGG none
2 200 A G | 0.013 -240 12285 PB1 67 AAC -> AGC N->S
2 237 A C | 0.015 -182 10411 PB1 79 CCA -> CCC none
2 279 U C | 0.014 -101 6695 PB1 93 GCU -> GCC none
2 466 A G |-.363 -5947 5829 PB1 156 ACA -> GCA T->A
2 1023 C U PNOSSEMN| 23542 6574 PB1 341 CCC->CCU none
2 1047 A U | 0.017 -139 6092 PB1 349 GCA -> GCU none
2 1323 [ A ossem 27241 7583 PB1 441 CUC -> CUA none
2 1891 U C | 0.034 -447 8054 PB1 631 Uuu -> cUU F->L
2 1934 U A | 0.011 -108 8813 PB1 645 GUA -> GAA V->E
2 2218 U c [ImomBos -10861 72743 PB1 740 UuC -> cUC F>L
3 7 G A | 0.029 -78 1669 PA 3 GAC -> AAC D->N
3 9 C A | 0.023 -58 1632 PA 3 GAC -> GAA D->E
3 53 R G |09 5368 1509 PA 18 GRA -> GGA X->G
3 234 A U | 0.011 -8 634 PA 78 AUA -> AUU none
3 246 A G | 0.011 -6 563 PA 82 AGA -> AGG none
3 622 A G | 0.033 -26 484 PA 208 ACA -> GCA T->A
3 841 A U | 0.015 -11 393 PA 281 AAG -> UAG* K -> Stop
3 1046 A G | IBDooomm| 2132 592 PA 349 GAA -> GGA E>G
3 1313 U G | 0.014 -9 655 PA 438 AUC -> AGC I->S
3 1322 U G | 0.017 -16 647 PA 441 AUG -> AGG M -> R
4 302 G A 645 -5623 4463 HA 101 AGU -> AAU S->N
4 517 A G -12914 3605 HA 173 AAU -> GAU N->D
4 598 U C INOSSEMN|  -13320 3971 HA 200 UCU -> CCU S->P
4 1218 G U 614206 -7006 6212 HA 406 CAG -> CAU Q->H
4 1355 U A | 0.015 -114 6240 HA 452 UUG -> UAG none
4 1454 A U | 0.012 -79 9807 HA 485 UAC -> UUC Y->F
4 1460 A G | 0.014 -118 10208 HA 487 AAA -> AGA K->R
4 1472 [e A | 0.014 -147 11149 HA 491 ACG -> AAG T->K
4 1542 A G | 0.010 -100 14220 HA 514 AGA -> AGG none
5 215 A C | 0.029 -305 7056 NP 72 GAU -> GCU D->A
5 748 A U | 0.013 -109 6863 NP 250 AAC -> UAC N->Y
6 109 U C | 0.021 -85 2702 NA 37 UCA -> CCA S->P
6 164 C A |BEOWss 3778 2799 NA 55 ACU -> AAU T>N
6 256 G A | 0.029 -121 2739 NA 86 GCG -> ACG A>T
6 1120 A G | 0.027 -122 3085 NA 374 AUU -> GUU >V
6 1173 A G | 0.026 -147 3961 NA 391 CAA -> CAG none




7 324 G A |- -23673 10403 M1 108 ACG -> ACA none
7 479 G U }\_0.010 -119 11263 M1 160 CGG -> CUG R->L
7 773 G A b.314 -16296 18915 M2 29 GCA -> ACA A>T
7 832 U uu || 0.022 -117 19986 M2 48 FS** FS**
8 474 A G o -38786 23949 NS1 158 GGA -> GGG none
8 663 A G | 0010 335 37485 NEP 64 AAG -> AGG K->R
MA vs Reference
Segment | Nucleotide # | Reference| Change | Frequency | Log p value | Coverage | ORF [Codon#| Codon change | Substitution

1 162 A G | 0.013 -460 26101 PB2 54 AGA -> AGG none
1 196 A G | 0.012 -230 15265 PB2 66 AUG -> GUG M ->V
1 217 C A | 0.032 -597 12107 PB2 73 CAA -> AAA Q->K
1 242 C A | 0.014 -128 8440 PB2 81 ACA -> AAA T->K
1 244 A C | 0.013 -78 8316 PB2 82 AAC -> CAC N ->H
1 275 C G | 0.019 -61 2104 PB2 92 UCA -> UGA* S -> Stop
1 282 G U | 0.013 21 1696 PB2 94 CUG -> CUU none
1 309 C U | 0.019 36 1296 PB2 103 GGC -> GGU none
1 338 A G | 0.016 22 1222 PB2 113 AAG -> AGG K->R
1 340 G C | 0.013 -18 1269 PB2 114 GUA -> CUA V->L
1 353 A U | 0.012 -14 1105 PB2 118 UAU -> UUU Y->F
1 575 A G | 0.012 -6 1096 PB2 192 GAG -> GGG E>G
1 664 G A | 0.012 -17 1128 PB2 222 GGC -> AGC G->S
1 807 A G | 0.013 -6 1235 PB2 269 AGA -> AGG none
1 1543 C A | 0.010 -17 1758 PB2 515 CCC -> ACC P>T
1 1928 C A | 0.015 -40 2020 PB2 643 UCA -> UAA* S -> Stop
1 2021 C A | 0.019 -119 6880 PB2 674 GCA -> GAA A->E
1 2026 A U | 0.011 -68 7278 PB2 676 ACU -> UCU T->S
1 2142 C A | 0.014 -326 21255 PB2 714 AGC -> AGA S->R
1 2187 G A | 0.038 -2445 40658 PB2 729 GGG -> GGA none
2 78 A G | 0.010 -323 36526 PB1 26 GGA -> GGG none
2 200 A G | 0.013 -240 12285 PB1 67 AAC -> AGC N->S
2 237 A C | 0.015 -182 10411 PB1 79 CCA -> CCC none
2 279 U C | 0.014 -101 6695 PB1 93 GCU -> GCC none
2 466 A G |-.363 -5947 5829 PB1 156 ACA -> GCA T->A
2 1023 C U INOSSEMN| 23542 6574 PB1 341 CCC->CCU none
2 1047 A U | 0.017 -139 6092 PB1 349 GCA ->GCU none
2 1323 [ A osse 27241 7583 PB1 441 CUC -> CUA none
2 1891 U C | 0.034 -447 8054 PB1 631 UuU -> CUU F->L
2 1934 U A | 0.011 -108 8813 PB1 645 GUA -> GAA V->E
2 2218 U c [Iom®os -10861 72743 PB1 740 UuC -> cUC F>L
3 7 G A | 0.029 -78 1669 PA 3 GAC -> AAC D->N
3 9 C A | 0.023 -58 1632 PA 3 GAC -> GAA D->E
3 53 R G |09 5368 1509 PA 18 GRA -> GGA X->G
3 234 A U | 0.011 -8 634 PA 78 AUA -> AUU none
3 246 A G | 0.011 -6 563 PA 82 AGA -> AGG none
3 622 A G | 0.033 -26 484 PA 208 ACA -> GCA T->A
3 841 A U | 0.015 -11 393 PA 281 AAG -> UAG* K -> Stop
3 1046 A G |IBDooomN| 2132 592 PA 349 GAA -> GGA E>G
3 1313 U G | 0.014 -9 655 PA 438 AUC -> AGC I1->S
3 1322 U G | 0.017 -16 647 PA 441 AUG -> AGG M -> R
4 302 G A 645 -5623 4463 HA 101 AGU -> AAU S->N
4 517 A G -12914 3605 HA 173 AAU -> GAU N->D
4 598 U C -13840 3971 HA 200 UCu -> ccu S->P
4 716 A G PNOESE|  -14169 4083 HA 239 GAU -> GGU D->G
4 1218 G U 61406 -7006 6212 HA 406 CAG -> CAU Q->H
4 1355 U A | 0.015 -114 6240 HA 452 UUG -> UAG none
4 1454 A U | 0.012 -79 9807 HA 485 UAC -> UUC Y->F
4 1460 A G | 0.014 -118 10208 HA 487 AAA -> AGA K->R
4 1472 C A | 0.014 -147 11149 HA 491 ACG -> AAG T->K




4 1542 A G | 0.010 -100 14220 HA 514 AGA -> AGG none
5 159 U G INOISSEMN| 25567 7357 NP 53 GAU -> GAG D->E
5 215 A C | 0.029 -305 7056 NP 72 GAU -> GCU D->A
5 341 R A -25499 7109 NP 114 GRA -> GAA X->E
5 365 U A OSSN  -25366 7195 NP 122 CUA -> CAA L->Q
5 748 A U | 0.013 -109 6863 NP 250 AAC -> UAC N->Y
6 109 U C | 0.021 -85 2702 NA 37 UCA -> CCA S->P
6 164 C A [IOkss -3778 2799 NA 55 ACU -> AAU T->N
6 256 G A | 0.029 -121 2739 NA 86 GCG -> ACG A>T
6 1052 A U -10876 3115 NA 351 UAC -> UUC Y->F
6 1059 U C INOSSE|  -11294 3157 NA 353 UAU -> UAC none
6 1120 A G | 0.027 4122 3085 NA 374 AUU -> GUU I->V
6 1173 A G | 0.026 -147 3961 NA 391 CAA -> CAG none
7 324 G A |- -23673 10403 M1 108 ACG -> ACA none
7 479 G U }\_0.010 -119 11263 M1 160 CGG -> CUG R->L
7 773 G A b.314 -16296 18915 M2 29 GCA -> ACA A>T
7 832 U uu || 0.022 -117 19986 M2 48 FS** FS**
8 474 A G o -38786 23949 NS1 158 GGA -> GGG none
8 663 A G | 0010 335 37485 NEP 64 AAG -> AGG K->R
Parental vs Reference
Segment | Nucleotide # | Reference| Change | Frequency | Log p value | Coverage | ORF [Codon#| Codon change | Substitution
1 207 G C | 0.018 -237 8165 PB2 69 GAG -> GAC E->D
1 265 G C | 0.011 -49 3218 PB2 89 GUG -> CUG V> L
1 462 C U | 0.022 -55 1690 PB2 154 cuC -> CuU none
1 696 G A | 0.015 37 1832 PB2 232 UUG -> UUA none
1 1073 A C | 0.015 -14 1863 PB2 358 GAA -> GCA E->A
1 1311 U C | 0.013 -40 2356 PB2 437 CAU -> CAC none
1 1445 A G | 0.014 -46 2385 PB2 482 AAA -> AGA K->R
1 1711 U c [Wozie3 -1198 3036 PB2 571 UUA -> CUA none
1 2052 U C | 0.017 2272 15001 PB2 684 UCuU -> UcC none
2 760 U C | 0.016 2218 9780 PB1 254 Uuu -> cUU F->L
2 1023 C U -8748 10899 PB1 341 ccc -> ccu none
2 1464 G A -1444 10629 PB1 488 GGG -> GGA none
3 53 R A -8660 2801 PA 18 GRA -> GAA X->E
3 53 R G -607 2801 PA 18 GRA -> GGA X->G
3 183 A U -20 1501 PA 61 AUA -> AUU none
3 228 U C -20 1051 PA 76 UuU -> UUC none
3 1848 G A -26 1981 PA 616 UCG -> UCA none
4 165 C A -204 7500 HA 55 AAC -> AAA N ->K
4 166 G A -113 7493 HA 56 GGG -> AGG G->R
4 171 A U -192 7337 HA 57 AAA -> AAU K->N
4 172 [ A -116 7424 HA 58 CUA -> AUA L->1
4 424 A G -8102 5776 HA 142 AAU -> GAU N->D
4 432 [ A -567 5881 HA 144 GAC -> GAA D->E
4 437 A G -788 5719 HA 146 AAC -> AGC N->S
4 511 A G -395 5370 HA 171 AAA -> GAA K->E
4 598 U C -3613 6127 HA 200 ucu -> ccu S->P
4 622 [ A -1362 6144 HA 208 CuC -> AUC L->1
4 716 A G -10487 6609 HA 239 GAU -> GGU D->G
4 719 A G -173 6657 HA 240 CAA -> CGA Q->R
4 1433 G A 335 10568 HA 478 GGA -> GAA G->E
5 159 U G -17278 7995 NP 53 GAU -> GAG D->E
5 302 A G -479 9687 NP 101 GAC -> GGC D->G
5 304 G A -6784 9637 NP 102 GGA -> AGA G->R
5 324 C U -7248 10439 NP 108 cuC -> CuU none
5 341 R A -36918 10377 NP 114 GRA -> GAA X->E
5 365 U A -38140 10620 NP 122 CUA -> CAA L->Q
6 17 A G 37 2947 NA 6 AAG -> AGG K->R




6 258 G A | 0.019 -113 3863 NA 86 GCG -> GCA none
6 1052 A U -19144 5347 NA 351 UAC -> UUC Y->F
6 1059 U C INOISS6MN|  -19523 5455 NA 353 UAU -> UAC none
7 177 U c | 0.012 -202 14062 M1 59 AUU -> AUC none
8 42 [ U | 0.019 -806 31645 NS1 14 uuc -> Uuu none
8 214 G A || o.026 -1476 37724 NS1 72 GAA -> AAA E->K
8 355 U C | 0.018 -991 38197 NS1 119 UUG -> CUG none
8 817 U C | 0.010 -459 38088 NEP 115 GCU -> GCC none
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