SUPPLEMENTAL DATA

Genes are listed in the order as shown in the Tables. For the seven genes that were analyzed for
both hybrids SI/NS1 and S2/NS2, sequences of S1 and NS1 are listed first followed by those of
S2 and NS2 if different from S1 and NS1. If allele sequences of the PCR fragments are the same
between the two sets of inbred parents, only S1 and NS1 are listed. PCR primers are highlighted
inyellow. PCR primers of S2 and NS2 are the same as those for S1 and NS1 for al 15 genes.
Shaded areas are conserved regions between the two alleles. Allelic sequence polymorphisms
(SNPSor InDels) arein bold face.

1 50

NS1 LTP (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGAT CATGCACCCA
S1 LTP (1) TGIGICATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
Consensus (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
51 100

NS1 LTP (51) CTAGTGATCACTTCGTCTAGIGICCCTCCGT TCAATGTCGTCGTCGTCGT

S1 LTP (51) CTAGTGATCACTTCGTCTAGIGTCCCTCCGITCGCTGI TGTCGTCGT CGT
Consensus (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGITC TGT GTCGTCGTCGT

101 150

NS1 LTP (101) CGI------ GTACCT- - TACGT GACATGCTGTAGCACGTACGCTAGCAGA

S1 LTP (101) CGICGTGGTGTACCTCGTACGT GACATGCCGTAGCACGTACGCTAGCAGA

Consensus (101) CGT GTACCT TACGTIGACATGC GTAGCACGTACGCTAGCAGA
151 176

NS1 LTP (143) GCAGCACCTCAATGTICCTTGGGTTTG
S1 LTP (151) GCAGCACCTCAATGICCTTGGGTTTG
Consensus (151) GCAGCACCTCAATGTCCTTGGGITTG

1 50

NS2 LTP (1) TGIGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
S2 LTP (1) TGIGICATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
Consensus (1) TGIGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
51 100

NS2 LTP (51) CTAGTGATCACTTCGTCTAGIGICCCTCCGT TCGCTGTTGTCGTCGTCGT
S2 LTP (51) CTAGIGATCACTTCGTCTAGIGTCCCTCCGITCAATGT- - - - - - CGrcaGr
Consensus (51) CTAGTGATCACTTCGTCTAGIGTCCCTCCGITC  TGT caGreer
101 150

NS2 LTP (101) CGTCGTGGTGTACCTCGTACGTGACATGCCGTAGCACGTACGCTAGCAGA

S2 LTP (95) CGTCGTCGTGTACCT- - TACGTGACATGCTGTAGCACGTACGCTAGCAGA

Consensus (101) CGICGI GIGTACCT TACGITGACATGC GTAGCACGTACGCTAGCAGA
151 176

NS2 LTP (151) GCAGCACCTCAATGICCTTGGGTTTG

S2 LTP (143) GCAGCACCTCAATGTCCTTGGGITTG

Consensus (151) GCAGCACCTCAATGICCTTGGGITTG

1 50
NS1 GGT (1) GGCCACAGCCAATGCGAGAATACAAGT CCAAGAT TATGGTATCCCAACAT
S1 GGT (1) GGCCACAGCCAATGCTAGAATACAAGT CCAAGATTATGGTATCCCAACAT
Consensus (1) GGCCACAGCCAATGC AGAATACAAGTCCAAGATTATGGTATCCCAACAT
51 100
NS1 GGT (51) GrTccrGr---------- AATTGATTCCCCCTCAGCTATTTCTCCGT CGA
S1 GGT (51) GITCCTGITTCCATGTAAAAATGAT- CCCCCTCAGCTATTTCTCCGTCGA
Consensus (51) GrTccrer AA TGAT CCCCCTCAGCTATTTCTCCGICGA
101
NS1 GGT 91) AT

S1 GGT (100) AT
Consensus (101) AT

1 50

NS1 GAB (1) GCCACACCTACGACGAGTACATCTGGEECGT CGGT TGEECTGTACCTCGAC
S1 GAB (1) GCCACACCTACGACGAGTACATCTGGEECGT CGGT TGEECTGTACCTCGAC
Consensus (1) GCCACACCTACGACGAGTACATCTGGGECGTCGGT TGEGECTGTACCTCGAC
51 100

NS1 GAB (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
S1 GAB (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
Consensus (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
101 150

NS1 GAB (101) CGACAACTAGCCGGTCAAAGCACCGCACCGCGGECCTCTTGATATCGAACA



S1 GAB (101) CGACAACTAGCC----------=----=--=----- TCTTGA- - TCGAACA
Consensus (101) CGACAACTAGCC TCTTGA TCGAACA
151 194
NS1 GAB (151) CGGTATACCCCC- -------- GCGGTCCTGTGCTCTGGTTGI TA
S1 GAB (126) CGGTATACCCCCATGGTAAATGCGGTCCTGTGCTCTGGTTGITA
Consensus (151) CGGTATACCCCC GCGGTCCTGTGCTCTGGITGITA
1 50
NS1 AP2 (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACAT- - - AC
S1 AP2 (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACATCATAC
Consensus (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACAT  AC
51 100
NS1 AP2 (48) GGAGTACTACTGCTTGACAAGCATCTCCT TCACATCACACCGTGCTGCTC
S1 AP2 (51) GGAGCACTACTGCTTGACAAGCATCTCCT- CACATCACACCGTGCTGCTC
Consensus (51) GGAG ACTACTGCTTGACAAGCATCTCCT CACATCACACCGTGCTGCTC
101
NS1 AP2 (98) TTTACAA
S1 AP2  (100) TTTACAA

Consensus (101) TTTACAA

NS1
S1

NS1
S1

NS1
S1

NS1
S1

NS1
S1

H stone HZB (1)
Hi stone HZB (1)
Consensus (1)

Hi stone H2B (51)
Hi stone H2B (51)
Consensus (51)

Hi st one H2B (101)
Hi st one HZ2B (101)
Consensus (101)

Hi st one HZ2B (151)
Hi st one HZ2B (151)
Consensus (151)

H stone HZB (201)
H stone HZB (196)
Consensus (201)

1

1 50
CGCGAGATCCAGACCT CCGTGCECCT CGT CCTCCCAGGAGAGCT CGCCAA
CGCGAGATCCAGACCT CCGT GCGCCT CGT CCTCCCAGGAGAGCTCGCCAA
CGCGAGATCCAGACCT CCGTGCECCT CGT CCT CCCAGGAGAGCT CGCCAA
51 100
ACACGCCGT CTCCGAGGGAACCAAGGCCGT CACCAAGT TCACCAGCAATT
ACATGCCGT CTCCGAGGGAACCAAGGCCGT CACCAAGT TCACCAGCAATT
ACA GCCGT CTCCGAGGGAACCAAGGCCGT CACCAAGT TCACCAGCAATT
101 150
GAGCAGCCTCCAGCGTCCACGGATTTGI TAGGT CTCCCCTTCTTACAAGG
GAGCAGCCTGCAGCGTCCACGGATTTGI TAGGTCTCCCCTTCTTACAAGG
GAGCAGCCT CAGCGTCCACGGATTTGTTAGGTCTCCCCTTCTTACAAGG

151 200
GITCTTCGTCGTGTCCTCTACCCCT CCCCTCCCCGCCTATGTATGTIGCTG
GITCTTCGTCGIGTCCTCTACCCCTC- - - - - CCCGCCTATGTATGIGCTG
GITCTTCGICGTGTCCTCTACCCCTC CCCGCCTATGTATGIGCTG
201 223
TGAAATCGTTGATGTTCTCGTCG
TGAAATCGTTGATGITCTCGTCG
TGAAATCGITGATGITCTCGTCG
50

NS1 ARDA (1) GACGGCGGCAGCTACAAGCGEECGCAGT CGACGCCGT CGACCCCGACGAC
S1 ARDA (1) GACGGCGGECAGCTACAAGCGEECGCAGT CGATGCCGTCGACCCCGACGAC
Consensus (1) GACGGCGGECAGCTACAAGCGEGECGCAGTICGA GCCGTCGACCCCGACGAC

51 100
NS1 ARDA  (51) GCCGGTGACGCCGICGTCGICG - - - - - - - - ACGACGCCGCGECEECECCG
S1 ARDA  (51) GCCGGTGACGCCGTCGTCGTCGT CGTCGT CGACGACGCCGCECEECECCG
Consensus (51) GCCGGTGACGCCGTCGTCGTCG ACGACGCCGCGCEECECCG
101 123
NS1 ARDA (92) GCAACGTGIGECGCAGCGICTTC
S1 ARDA (101) GCAACGTGTGGCGCAGCGICTTC
Consensus (101) GCAACGTGIGGBCGCAGCGICTTC
1 50
NS1 PRP (1) GGGCCAACGTCCTGGEGECATCAACCTCAACCTGCCCATCAACCTCAGCCTC
S1 PRP (1) GGGCCAACGTCCTGEGECATCAACCT CAACCTGCCCATCAACCTCAGCCTC
Consensus (1) GGGCCAACGTCCTGGGCATCAACCT CAACCTGCCCATCAACCTCAGCCTC
51 100
NS1 PRP  (51) CTCGTCAACTACTGCGGECAGGCGCGTCCCCTCEEECTTCCAGTIGCTTCTG
S1 PRP  (51) CTCGICAACTACTGCGECAGECECGT CCCCTCEEECTTCCAGTCCTTCTG
Consensus (51) CTCGTCAACTACT GCGBCAGGCGCGT CCCCTCGEECTTCCAGIGCTTCTG
101 121
NS1 PRP (101) ACTATCACACGCCCATCGATC
S1 PRP (101) AT----- CACGCCCATCGATC
Consensus (101) A CACGCCCATCGATC

NS1 H stone H4
S1 H stone H4
Consensus

1

50

(1) CCGTCACCTACACCGAGCACGCGCGCCGTAAGACCGT CACCGCCATGGAC
(1) CCGTCACCTACACCGAGCACGCGCGCCGTAAGACCGT CACCGCCATGGAC
(1) CCGTCACCTACACCGAGCACGCGOGCCGTAAGACCGT CACCGCCATGGAC



NS1
S1

Hi st one H4
Hi st one H4
Consensus

(51)
(51)
(51)

NS1 H stone H4 (101)

51 100
GTCGTCTACGCGCT TAAGCGCCAGEECCGCACCCT CTACGECT TCEECGG
GTCGT CTACGCGCT TAAGCGCCAGGECCGCACCCT CTACGECTTCGECGEG
GTCGT CTACGCGCT TAAGCGCCAGGGECCGCACCCTCTACGECT TCGECEG
101 150
CTAGGT CTGCCGCGCCECECT TCECCGT CGCTGCGGT TCTGETGT TGCTG

S1 H stone H4 (101) CTAGECCTGCCGCGCCECGCTTCECCGTCCECTGCGGTTCTGGTGITGCTG
Consensus (101) CTAGG CTGCCGCGCCGCGCTTCGCCGTCGCTGCGGTTCTGGTGITGCTG
151 200
NS1 H stone H4 (151) CAGITCGCAAGITGITTGIGIGCGGGAAAAAAATGCTAGCTACT GTAGAAC
S1 Histone H4 (151) CAGITCGCAAGTTGITTGIGIGGEGECCGAAAAATCCTAGATACTGTAGAAC
Consensus (151) CAGITCGCAAGTTGITTGTGTGGG  AAAAATGCTAG TACTGTAGAAC
201 213
NS1 Hi stone H4 (201) TGCAGTGCGGTAT
S1 H stone H4 (201) TGCAGIGCGGTAT
Consensus (201) TGCAGIGCGGTAT
1 50
NS1 ZnPI P1-3 (1) CCGITCAAGAGCAGGTCTTAAGCTGCCCCGEGT GTGCTGAGACATCCATG
S1 ZnPI P1-3 (1) CCGITCAAGAGCAGGTCTTAAGCTGCCGCGECCGTGCCGAGACATECCTG
Consensus (1) CCGTTCAAGAGCAGGTCTTAAGCTGCCGCGG GIGC GAGACATCGC TG
51 100
NS1 ZnPlI P1-3 (51) CCAGICCGGAAGGACGAGCGTCT TCCTGTGEEEGEEEGAATGCCTTGICTGC
S1 zZnPI P1-3 (51) CCAGITCGGAAGGACGAGCGTCTTCCTGIGGG - - GAATGCCCT- TCTGC
Consensus (51) CCAGT CGGAAGGACGAGCGICTTCCTGIGGG  GAATGCC T TCTGC
101 145
NS1 ZnPlI P1-3 (101) CCACGCCTAGITTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA
S1 zZnPIP1-3 (97) CCACGCCTAGITTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA
Consensus (101) CCACGCCTAGITTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA
1 50
NS1 Ri bo-S29 (1) GCAACGCCAAGGACATTGGCTTCATCAAGTACCGCTGAAGICAGCTGGGEC
S1 R bo-529 (1) GCAACGCCAAGGACATTGCCTTCATCAAGTACCGCTGAAGT CAGCTGGEEC
Consensus (1) GCAACGCCAAGGACATTGCECT TCATCAAGTACCGCTGAAGT CAGCTGGEEC
51 100
NS1 R bo-S29 (51) GGGCTATCTGAATGCCATCTCTTGGACATGGACAGT GTAGTAGAGGCGAT
S1 Ribo-S29 (51) GGGCCTATCTGAATGCCATCICTTG ----- GACAGT GTAGTAGAGGCGAT
Consensus (51) GGGCTATCTGAATGCCATCTCTTG GACAGTGTAGTAGAGGCGAT
101 150
NS1 R bo-S29 (101) GCCACAATTTTAATTACTGTCATTTAGATGITCCGI TCAGAACTCTGCTA
S1 Ribo-S29 (95) GCCACAATTTTAATTACTGTCATTTAGATGITCCCTTCAGAACTCTGCTA

Consensus (101)

GCCACAATTTTAATTACTGICATTTAGATGITCC TTCAGAACTCTGCTA

151 161
NS1 Ri bo- S29 (151) TTTAAGITCCGC
S1 Ri bo-S29 (145) TTTAAGICCGC
Consensus (151) TTTAAGICCGC
1 50
NS1 UCR (1) CCTGCTGIGCTGITATATTGITTCTTCCTATGACAGITTGCCTAGTGITT
S1  UCR (1) CCTGCTGIGCTGITATATTGITTCTTCCTATGACAGITTGCCTAGIGITT
Consensus (1) CCTGCTGIGCTGITATATTGITTCTTCCTATGACAGITTGGCTAGTGITT
51 100
NS1 UCR (51) TTTTT- - GCTCCACGAGGATCATTGCAATTCCTTGATGGTCGACTGITAT
S1 UCR (51) TTTTTTTGCCCCACAAGGATCATTGCAATTCCT TAATGGCCGACGGTTAA
Consensus (51) TTTTT GC CCAC AGGATCATTGCAATTCCTT ATGG CGAC GITA
101 113
NS1 UCR (99) ATGCCAAAGTGCG
S1 UCR (101) ATGCCAAAGIGCG
Consensus (101) ATGCCAAAGTGCG
1 50
NS1 PGS (1) GITGAAAATGTAGGGAAACTCTTGITTTCACTAAAAAGGAACCCCTGGAG
S1 PGS (1) GTTGAAAATGTAGGGAAACTCTTGITTTCACTAAAAAGGAACCCCTGGAG
Consensus (1) GITGAAAATGTAGGGAAACTCTTGTTTTCACTAAAAAGGAACCCCTGGAG
51 100
NS1 PGS (51) GGGGCGAGTAACGGTGTAGAAGGT TTATGT TGTCACAGT TGGCATGCATT
S1 PGS (51) GGGGG AGTAACGGTGTAGAAGGT TTATGT TGTCACAGT TGGCATGCATT
Consensus (51) GGGGG AGTAACGGTGTAGAAGGTTTATGITGTCACAGTTGGCATGCATT
101 128
NS1 PGS (101) CAT- - - ATAGGAATAGCTAGGAGATGGEC
S1 PGS (100) CATCATATAGGAATAGCTAGGAGATGGC



Consensus (101) CAT

NS1 R bo-S$4
S1 R bo-$4
Consensus

(1)
(1)
(D

(51)
(51)
(51)

NS1 R bo-$4
S1 R bo-$4
Consensus

NS1 Ri bo-S4 (101)
S1 Ribo-54 (101)
Consensus (101)

NS1 Ri bo-S4 (151)
S1 Ri bo-S4 (149)
Consensus (151)

NS2 Ri bo- $4
S2 R bo-$4
Consensus

(1)
(1)
(1

(51)
(51)
(51)

NS2 Ri bo- $4
S2 R bo-$4
Consensus

NS2 Ri bo-S4 (101)
S2 Ri bo-54 (101)
Consensus (101)

NS2 Ri bo-S4 (149)
S2 Ri bo-S4 (151)
Consensus (151)

NS1 znPl P2- 1
S1 zZnPI P2-1
Consensus

(1)
(1
(1

NS1 ZnPl P2-1 (47)
S1 ZnPI P2-1 (51)
Consensus (51)

NS1 MsSP (1)
S1 MsP (1)
Consensus (1)
NS1 MsSP (49)
S1 MsP (50)
Consensus (51)
NS1 MsSP (99)
S1 MsP (100)
Consensus (101)

ATAGGAATAGCTAGGAGATGEC

1 50
GCTGCTGCCAAGGCATAAGT TCTCTGAATGT GCTGCTTGGAGCTTTTTGC
GCTGCTGCCAAGGCATAAGT TCTCTGAATGTGCTGCTTGGAGCTTTTTGC
GCTGCTGCCAAGGCATAAGI TCTCTGAATGTGCTGCTTGGAGCTTTTTGC
51 100
TATGTCTAGTTTTATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
TATGICTAGTTTAATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
TATGICTAGITT ATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
101 150
ACGITTTATCATCATGITTTGT TGCTTTTGGT TCTTGAACAGCGTTTGCA
AC- - TTTATCATCATGITTTGI TGCTTTTGGT TCTTGAACAGCGT TTGCA
AC TTTATCATCATGITTTGITGCTTTTGGT TCTTGAACAGCGTITTGCA
151

GC

GC

GC

1 50
GCTGCTGCCAAGGCATAAGT TCTCTGAATGTGCTGCTTGGAGCTTTTTGC
GCTGCTGCCAAGGCATAAGT TCTCTGAATGTGCTGCTTGGAGCTTTTTGC
GCTGCTGCCAAGGCATAAGT TCTCTGAATGTGCTGCTTGGAGCTTTTTGC
51 100
TATGTCTAGTTTAATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
TATGICTAGTTTTATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
TATGICTAGITT ATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
101 150
AC- - TTTATCATCATGITTTGT TGCTTTTGGT TCTTGAACAGCGTTTGCA
ACGITTTATCATCATGITTTGI TGCTTTTGGT TCTTGAACAGCGT TTGCA
AC TTTATCATCATGITTTGITGCTTTTGGT TCTTGAACAGCGTITTGCA
151

GC

GC

GC

1 50
AGGCGACCCGAACCAACCACCGECACCCAAGTCGATCGATGA- - - - TGTC
AGGCGACCCGAACCAACCACCGECACCCAAGT CGATCGATGAATGATGEC
AGGCGACCCGAACCAACCACCGGECACCCAAGT CGATCGATGA TG C
51 95
ATTCTCCTCGCTCACGACT TCCCCCGECCCGTAGGT CGCCCGCCAT
ATTCTCCTCGCTCACGGC- - CCCCCGECCCGTAGGT CGCCCGCCAT
ATTCTCCTCGCTCACG C  CCCCCGCCCGTAGGT CGCCCGCCAT

1 50
CGGTACCTGITTTACTACTCT- - GITTTGGTGGI TTCTGAGGCAAGI TGCC
CGGTACCTGITTTACTACTCTCTGI TTGGTGGT TTCTGAGG- AAGTTGCC
CGGTACCTGITTTACTACTCT  GITTGGTGGTTTCTGAGG AAGTTGCC
51 100
CGTGTACTTGTATCGTAAAAACCGAGT GGGACATCTGCATCGTTTCATCT
CGTGTACTTGTATCGTAAAAACCGAGT GGGACATCTGCATCGT TTCATCT
CGTGTACTTGTATCGTAAAAACCGAGT GEGACATCTGCATCGT TTCATCT
101

GC

GC

GC



