
SUPPLEMENTAL DATA

Genes are listed in the order as shown in the Tables.  For the seven genes that were analyzed for 
both hybrids S1/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 
in yellow.  PCR primers of S2 and NS2 are the same as those for S1 and NS1 for all 15 genes. 
Shaded areas are conserved regions between the two alleles.  Allelic sequence polymorphisms 
(SNPS or InDels) are in bold face.

                 1                                               50
NS1 LTP      (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
 S1 LTP     (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
Consensus    (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
                 51                                             100
NS1 LTP     (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTCAATGTCGTCGTCGTCGT
 S1 LTP     (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTCGCTGTTGTCGTCGTCGT
Consensus   (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTC  TGT GTCGTCGTCGT
                 101                                            150
NS1 LTP    (101) CGT------GTACCT--TACGTGACATGCTGTAGCACGTACGCTAGCAGA
 S1 LTP    (101) CGTCGTGGTGTACCTCGTACGTGACATGCCGTAGCACGTACGCTAGCAGA
Consensus  (101) CGT      GTACCT  TACGTGACATGC GTAGCACGTACGCTAGCAGA
                 151                    176
NS1 LTP    (143) GCAGCACCTCAATGTCCTTGGGTTTG
 S1 LTP   (151) GCAGCACCTCAATGTCCTTGGGTTTG
Consensus  (151) GCAGCACCTCAATGTCCTTGGGTTTG

                 1                                               50
NS2 LTP      (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
 S2 LTP      (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
Consensus    (1) TGTGTCATGCATCAGACTGGCACATAATAAAGAAGTAGATCATGCACCCA
                 51                                             100
NS2 LTP     (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTCGCTGTTGTCGTCGTCGT
 S2 LTP     (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTCAATGT------CGTCGT
Consensus   (51) CTAGTGATCACTTCGTCTAGTGTCCCTCCGTTC  TGT      CGTCGT
                 101                                            150
NS2 LTP    (101) CGTCGTGGTGTACCTCGTACGTGACATGCCGTAGCACGTACGCTAGCAGA
 S2 LTP     (95) CGTCGTCGTGTACCT--TACGTGACATGCTGTAGCACGTACGCTAGCAGA
Consensus  (101) CGTCGT GTGTACCT  TACGTGACATGC GTAGCACGTACGCTAGCAGA
                 151                    176
NS2 LTP    (151) GCAGCACCTCAATGTCCTTGGGTTTG
 S2 LTP    (143) GCAGCACCTCAATGTCCTTGGGTTTG
Consensus  (151) GCAGCACCTCAATGTCCTTGGGTTTG

                 1                                               50
NS1 GGT      (1) GGCCACAGCCAATGCGAGAATACAAGTCCAAGATTATGGTATCCCAACAT
 S1 GGT      (1) GGCCACAGCCAATGCTAGAATACAAGTCCAAGATTATGGTATCCCAACAT
Consensus    (1) GGCCACAGCCAATGC AGAATACAAGTCCAAGATTATGGTATCCCAACAT
                 51                                             100
NS1 GGT     (51) GTTCCTGT----------AATTGATTCCCCCTCAGCTATTTCTCCGTCGA
 S1 GGT     (51) GTTCCTGTTTCCATGTAAAAATGAT-CCCCCTCAGCTATTTCTCCGTCGA
Consensus   (51) GTTCCTGT          AA TGAT CCCCCTCAGCTATTTCTCCGTCGA
                 101
NS1 GGT      91) AT
 S1 GGT    (100) AT
Consensus  (101) AT

                 1                                               50
NS1 GAB      (1) GCCACACCTACGACGAGTACATCTGGGCGTCGGTTGGGCTGTACCTCGAC
 S1 GAB      (1) GCCACACCTACGACGAGTACATCTGGGCGTCGGTTGGGCTGTACCTCGAC
Consensus    (1) GCCACACCTACGACGAGTACATCTGGGCGTCGGTTGGGCTGTACCTCGAC
                 51                                             100
NS1 GAB     (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
 S1 GAB     (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
Consensus   (51) ATCCTGAACCTGTTCCTCTCCATCCTGAACATGCTCAGGAGCATGCAATC
                 101                                            150
NS1 GAB    (101) CGACAACTAGCCGGTCAAAGCACCGCACCGCGGCCTCTTGATATCGAACA



 S1 GAB    (101) CGACAACTAGCC-----------------------TCTTGA--TCGAACA
Consensus  (101) CGACAACTAGCC                       TCTTGA  TCGAACA
                 151                                      194
NS1 GAB    (151) CGGTATACCCCC---------GCGGTCCTGTGCTCTGGTTGTTA
 S1 GAB    (126) CGGTATACCCCCATGGTAAATGCGGTCCTGTGCTCTGGTTGTTA
Consensus  (151) CGGTATACCCCC         GCGGTCCTGTGCTCTGGTTGTTA

                1                                               50
NS1 AP2     (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACAT---AC
 S1 AP2     (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACATCATAC
Consensus   (1) TACAACTCCTGGACACAGCTAGCTAGCTGATTTTACAACATACAT   AC
                51                                             100
NS1 AP2    (48) GGAGTACTACTGCTTGACAAGCATCTCCTTCACATCACACCGTGCTGCTC
 S1 AP2    (51) GGAGCACTACTGCTTGACAAGCATCTCCT-CACATCACACCGTGCTGCTC
Consensus  (51) GGAG ACTACTGCTTGACAAGCATCTCCT CACATCACACCGTGCTGCTC
                101
NS1 AP2    (98) TTTACAA
 S1 AP2   (100) TTTACAA
Consensus (101) TTTACAA

                      1                                               50
NS1 Histone H2B   (1) CGCGAGATCCAGACCTCCGTGCGCCTCGTCCTCCCAGGAGAGCTCGCCAA
 S1 Histone H2B   (1) CGCGAGATCCAGACCTCCGTGCGCCTCGTCCTCCCAGGAGAGCTCGCCAA
      Consensus   (1) CGCGAGATCCAGACCTCCGTGCGCCTCGTCCTCCCAGGAGAGCTCGCCAA
                      51                                             100
NS1 Histone H2B  (51) ACACGCCGTCTCCGAGGGAACCAAGGCCGTCACCAAGTTCACCAGCAATT
 S1 Histone H2B  (51) ACATGCCGTCTCCGAGGGAACCAAGGCCGTCACCAAGTTCACCAGCAATT
      Consensus  (51) ACA GCCGTCTCCGAGGGAACCAAGGCCGTCACCAAGTTCACCAGCAATT
                      101                                            150
NS1 Histone H2B (101) GAGCAGCCTCCAGCGTCCACGGATTTGTTAGGTCTCCCCTTCTTACAAGG
 S1 Histone H2B (101) GAGCAGCCTGCAGCGTCCACGGATTTGTTAGGTCTCCCCTTCTTACAAGG
      Consensus (101) GAGCAGCCT CAGCGTCCACGGATTTGTTAGGTCTCCCCTTCTTACAAGG
                      151                                            200
NS1 Histone H2B (151) GTTCTTCGTCGTGTCCTCTACCCCTCCCCTCCCCGCCTATGTATGTGCTG
 S1 Histone H2B (151) GTTCTTCGTCGTGTCCTCTACCCCTC-----CCCGCCTATGTATGTGCTG
      Consensus (151) GTTCTTCGTCGTGTCCTCTACCCCTC     CCCGCCTATGTATGTGCTG
                      201                 223
NS1 Histone H2B (201) TGAAATCGTTGATGTTCTCGTCG
 S1 Histone H2B (196) TGAAATCGTTGATGTTCTCGTCG
      Consensus (201) TGAAATCGTTGATGTTCTCGTCG

                 1                                               50
 NS1 ARDA    (1) GACGGCGGCAGCTACAAGCGGGCGCAGTCGACGCCGTCGACCCCGACGAC
  S1 ARDA    (1) GACGGCGGCAGCTACAAGCGGGCGCAGTCGATGCCGTCGACCCCGACGAC
Consensus    (1) GACGGCGGCAGCTACAAGCGGGCGCAGTCGA GCCGTCGACCCCGACGAC
                 51                                             100
 NS1 ARDA   (51) GCCGGTGACGCCGTCGTCGTCG---------ACGACGCCGCGCGGCGCCG
  S1 ARDA   (51) GCCGGTGACGCCGTCGTCGTCGTCGTCGTCGACGACGCCGCGCGGCGCCG
Consensus   (51) GCCGGTGACGCCGTCGTCGTCG         ACGACGCCGCGCGGCGCCG
                 101                 123
 NS1 ARDA   (92) GCAACGTGTGGCGCAGCGTCTTC
  S1 ARDA  (101) GCAACGTGTGGCGCAGCGTCTTC
Consensus  (101) GCAACGTGTGGCGCAGCGTCTTC

                 1                                               50
  NS1 PRP    (1) GGGCCAACGTCCTGGGCATCAACCTCAACCTGCCCATCAACCTCAGCCTC
   S1 PRP    (1) GGGCCAACGTCCTGGGCATCAACCTCAACCTGCCCATCAACCTCAGCCTC
Consensus    (1) GGGCCAACGTCCTGGGCATCAACCTCAACCTGCCCATCAACCTCAGCCTC
                 51                                             100
  NS1 PRP   (51) CTCGTCAACTACTGCGGCAGGCGCGTCCCCTCGGGCTTCCAGTGCTTCTG
   S1 PRP   (51) CTCGTCAACTACTGCGGCAGGCGCGTCCCCTCGGGCTTCCAGTGCTTCTG
Consensus   (51) CTCGTCAACTACTGCGGCAGGCGCGTCCCCTCGGGCTTCCAGTGCTTCTG
                 101               121
  NS1 PRP  (101) ACTATCACACGCCCATCGATC
   S1 PRP  (101) AT-----CACGCCCATCGATC
Consensus  (101) A      CACGCCCATCGATC

                     1                                               50
NS1 Histone H4   (1) CCGTCACCTACACCGAGCACGCGCGCCGTAAGACCGTCACCGCCATGGAC
 S1 Histone H4   (1) CCGTCACCTACACCGAGCACGCGCGCCGTAAGACCGTCACCGCCATGGAC
     Consensus   (1) CCGTCACCTACACCGAGCACGCGCGCCGTAAGACCGTCACCGCCATGGAC



                     51                                             100
NS1 Histone H4  (51) GTCGTCTACGCGCTTAAGCGCCAGGGCCGCACCCTCTACGGCTTCGGCGG
 S1 Histone H4  (51) GTCGTCTACGCGCTTAAGCGCCAGGGCCGCACCCTCTACGGCTTCGGCGG
     Consensus  (51) GTCGTCTACGCGCTTAAGCGCCAGGGCCGCACCCTCTACGGCTTCGGCGG
                     101                                            150
NS1 Histone H4 (101) CTAGGTCTGCCGCGCCGCGCTTCGCCGTCGCTGCGGTTCTGGTGTTGCTG
 S1 Histone H4 (101) CTAGGCCTGCCGCGCCGCGCTTCGCCGTCGCTGCGGTTCTGGTGTTGCTG
     Consensus (101) CTAGG CTGCCGCGCCGCGCTTCGCCGTCGCTGCGGTTCTGGTGTTGCTG
                     151                                            200
NS1 Histone H4 (151) CAGTTCGCAAGTTGTTTGTGTGGGGAAAAAAATGCTAGCTACTGTAGAAC
 S1 Histone H4 (151) CAGTTCGCAAGTTGTTTGTGTGGGCGGAAAAATGCTAGATACTGTAGAAC
     Consensus (151) CAGTTCGCAAGTTGTTTGTGTGGG   AAAAATGCTAG TACTGTAGAAC
                      201       213
NS1 Histone H4 (201) TGCAGTGCGGTAT
 S1 Histone H4 (201) TGCAGTGCGGTAT
     Consensus (201) TGCAGTGCGGTAT

                   1                                               50
NS1 ZmPIP1-3   (1) CCGTTCAAGAGCAGGTCTTAAGCTGCCGCGGGTGTGCTGAGACATGCATG
 S1 ZmPIP1-3   (1) CCGTTCAAGAGCAGGTCTTAAGCTGCCGCGGCCGTGCCGAGACATGCCTG
   Consensus   (1) CCGTTCAAGAGCAGGTCTTAAGCTGCCGCGG  GTGC GAGACATGC TG
                   51                                             100
NS1 ZmPIP1-3  (51) CCAGTCCGGAAGGACGAGCGTCTTCCTGTGGGGGGGAATGCCTTGTCTGC
 S1 ZmPIP1-3  (51) CCAGTTCGGAAGGACGAGCGTCTTCCTGTGGG---GAATGCCCT-TCTGC
   Consensus  (51) CCAGT CGGAAGGACGAGCGTCTTCCTGTGGG   GAATGCC T TCTGC
                   101                                       145
NS1 ZmPIP1-3 (101) CCACGCCTAGTTTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA
 S1 ZmPIP1-3  (97) CCACGCCTAGTTTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA
   Consensus (101) CCACGCCTAGTTTCTCTGCTGAATCTTCCATCTCTCTTCCCTTCA

                   1                                               50
NS1 Ribo-S29   (1) GCAACGCCAAGGACATTGGCTTCATCAAGTACCGCTGAAGTCAGCTGGGC
 S1 Ribo-S29   (1) GCAACGCCAAGGACATTGGCTTCATCAAGTACCGCTGAAGTCAGCTGGGC
   Consensus   (1) GCAACGCCAAGGACATTGGCTTCATCAAGTACCGCTGAAGTCAGCTGGGC
                   51                                             100
NS1 Ribo-S29  (51) GGGCTATCTGAATGCCATCTCTTGGACATGGACAGTGTAGTAGAGGCGAT
 S1 Ribo-S29  (51) GGGCTATCTGAATGCCATCTCTTG------GACAGTGTAGTAGAGGCGAT
   Consensus  (51) GGGCTATCTGAATGCCATCTCTTG      GACAGTGTAGTAGAGGCGAT
                   101                                            150
NS1 Ribo-S29 (101) GCCACAATTTTAATTACTGTCATTTAGATGTTCCGTTCAGAACTCTGCTA
 S1 Ribo-S29  (95) GCCACAATTTTAATTACTGTCATTTAGATGTTCCCTTCAGAACTCTGCTA
   Consensus (101) GCCACAATTTTAATTACTGTCATTTAGATGTTCC TTCAGAACTCTGCTA
                   151     161
NS1 Ribo-S29 (151) TTTAAGTCCGC
 S1 Ribo-S29 (145) TTTAAGTCCGC
   Consensus (151) TTTAAGTCCGC

                1                                               50
NS1 UCR     (1) CCTGCTGTGCTGTTATATTGTTTCTTCCTATGACAGTTTGGCTAGTGTTT
S1  UCR     (1) CCTGCTGTGCTGTTATATTGTTTCTTCCTATGACAGTTTGGCTAGTGTTT
Consensus   (1) CCTGCTGTGCTGTTATATTGTTTCTTCCTATGACAGTTTGGCTAGTGTTT
                51                                             100
NS1 UCR    (51) TTTTT--GCTCCACGAGGATCATTGCAATTCCTTGATGGTCGACTGTTAT
S1  UCR    (51) TTTTTTTGCCCCACAAGGATCATTGCAATTCCTTAATGGCCGACGGTTAA
Consensus  (51) TTTTT  GC CCAC AGGATCATTGCAATTCCTT ATGG CGAC GTTA 
                101       113
NS1 UCR    (99) ATGCCAAAGTGCG
S1  UCR   (101) ATGCCAAAGTGCG
Consensus (101) ATGCCAAAGTGCG

                1                                               50
NS1 PGS     (1) GTTGAAAATGTAGGGAAACTCTTGTTTTCACTAAAAAGGAACCCCTGGAG
 S1 PGS     (1) GTTGAAAATGTAGGGAAACTCTTGTTTTCACTAAAAAGGAACCCCTGGAG
Consensus   (1) GTTGAAAATGTAGGGAAACTCTTGTTTTCACTAAAAAGGAACCCCTGGAG
                51                                             100
NS1 PGS (51) GGGGGGAGTAACGGTGTAGAAGGTTTATGTTGTCACAGTTGGCATGCATT
 S1 PGS    (51) GGGGG-AGTAACGGTGTAGAAGGTTTATGTTGTCACAGTTGGCATGCATT
Consensus  (51) GGGGG AGTAACGGTGTAGAAGGTTTATGTTGTCACAGTTGGCATGCATT
                101                      128
NS1 PGS   (101) CAT---ATAGGAATAGCTAGGAGATGGC
 S1 PGS   (100) CATCATATAGGAATAGCTAGGAGATGGC



Consensus (101) CAT   ATAGGAATAGCTAGGAGATGGC

                  1                                               50
NS1 Ribo-S4   (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
 S1 Ribo-S4   (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
Consensus     (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
                  51                                             100
NS1 Ribo-S4  (51) TATGTCTAGTTTTATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
 S1 Ribo-S4  (51) TATGTCTAGTTTAATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
Consensus    (51) TATGTCTAGTTT ATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
                  101                                            150
NS1 Ribo-S4 (101) ACGTTTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
 S1 Ribo-S4 (101) AC--TTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
Consensus   (101) AC  TTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
                  151
NS1 Ribo-S4 (151) GC
 S1 Ribo-S4 (149) GC
  Consensus (151) GC

                  1                                               50
NS2 Ribo-S4   (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
 S2 Ribo-S4   (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
 Consensus    (1) GCTGCTGCCAAGGCATAAGTTCTCTGAATGTGCTGCTTGGAGCTTTTTGC
                  51                                             100
NS2 Ribo-S4  (51) TATGTCTAGTTTAATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
 S2 Ribo-S4  (51) TATGTCTAGTTTTATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
  Consensus  (51) TATGTCTAGTTT ATTTTTATCTGCAAGGATATAGAGCTACCTTCCCAAG
                  101                                            150
NS2 Ribo-S4 (101) AC--TTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
 S2 Ribo-S4 (101) ACGTTTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
  Consensus (101) AC  TTTATCATCATGTTTTGTTGCTTTTGGTTCTTGAACAGCGTTTGCA
                  151
NS2 Ribo-S4 (149) GC
 S2 Ribo-S4 (151) GC
  Consensus (151) GC

                  1                                               50
NS1 ZmPIP2-1  (1) AGGCGACCCGAACCAACCACCGGCACCCAAGTCGATCGATGA----TGTC
 S1 ZmPIP2-1  (1) AGGCGACCCGAACCAACCACCGGCACCCAAGTCGATCGATGAATGATGGC
   Consensus  (1) AGGCGACCCGAACCAACCACCGGCACCCAAGTCGATCGATGA    TG C
                  51                                         95
NS1 ZmPIP2-1 (47) ATTCTCCTCGCTCACGACTTCCCCCGCCCGTAGGTCGCCCGCCAT
 S1 ZmPIP2-1 (51) ATTCTCCTCGCTCACGGC--CCCCCGCCCGTAGGTCGCCCGCCAT
   Consensus (51) ATTCTCCTCGCTCACG C  CCCCCGCCCGTAGGTCGCCCGCCAT

                 1                                               50
NS1 MSP      (1) CGGTACCTGTTTTACTACTCT--GTTTGGTGGTTTCTGAGGCAAGTTGCC
 S1 MSP      (1) CGGTACCTGTTTTACTACTCTCTGTTTGGTGGTTTCTGAGG-AAGTTGCC
Consensus    (1) CGGTACCTGTTTTACTACTCT  GTTTGGTGGTTTCTGAGG AAGTTGCC
                 51                                             100
NS1 MSP     (49) CGTGTACTTGTATCGTAAAAACCGAGTGGGACATCTGCATCGTTTCATCT
 S1 MSP     (50) CGTGTACTTGTATCGTAAAAACCGAGTGGGACATCTGCATCGTTTCATCT
Consensus   (51) CGTGTACTTGTATCGTAAAAACCGAGTGGGACATCTGCATCGTTTCATCT
                 101
NS1 MSP     (99) GC
 S1 MSP (100) GC
Consensus  (101) GC


