
Os11g31190  CCGTGCTGACCAAGGAGGTCGAGGCGGCGACGGCCACCGGCGACGACGACC--ACTCCGC 
Os12g29220  CCGGCGAGGGGAAAGAAGGGAAGGGGAAGCTGGCGGCGGCGGAGGAGCTCC--CCGTCGT 
Os8N3       CCGTGCTGCCGACGACGTCCGACTCCATGTCCCCGATCTCCGCCGCCGCCG--CCGCCAC 
Os03g22590  CCGCCGTGTCGGAGGCGGCCGCCGCCCAGCAGGTTGAGGTCAAGGACCAGCAGCAGCTGC 
Os02g30910  TGGTGGCGTCGTCGTCGTCCGCCGTGGTGGCGGCCGGGCTGGAGATCAAGCTGCCGGAGC 
 
Os11g31190  CGCCGGCG-TCAAGGAGCACGTCGTCA----ACAT---CGCCAAGCTCTCTGCCGCCGTC 
Os12g29220  CGTCAACG-TCGGCAAGCTCGCCGCCG----CCACGCCCGACAGGAGCACCGGCGCCGTG 
Os8N3       GCAGAGGG-TGATCGAGCTCCCCGCCG----GCACGCACGCCTTCACCATCCTGTCCGTG 
Os03g22590  AGATGCAGCTCCAGGCG-TCGCCGGCGGTGGCGCCGCTCGACGTCGACGCCGACGCCGAC 
Os02g30910  ATGTCAAG---GAGGTGCAGGCCGTCG----CCAAGGGCGCCGTC-GCGGCAGCGCCGGA 
 
Os11g31190  GACGT-CGTCAAGAC--CCGCG-AGGTGCACCCCG--TCGACGTCGAGTCCCCGCCGGC- 
Os12g29220  CACGTGCACCCAGTC--CCG---AGGAGCTGCGCG--GCG-----GAGGCGGCGGCGGC- 
Os8N3       AGCCC-CATCCCGAT--CCTCG-GCGTGCACAAGG--TCG------AGGTGGTGGCCGC- 
Os03g22590  GCCGA-CTTGGAGGCGGCGGCG-CCGGCCACCCCGCAGCGGCCAGCTGACGATGACGCCA 
Os02g30910  GGGCAGGATCAGCTGCGGCGCGGAGGTGCACCCCA--TCGAC---GACGTGATGCCCTC- 
 
Os11g31190  -AGAGGCGCCGCCT-GAGGAGGACGACAAGGCCGCCGCCGCCACCGCCGC-CGCCGTCGC 
Os12g29220  -CGA---GCCGGAG-GTGCTCGTCGACATT-CCGCCGCCGCCGCCGCCGCGCGCCGTCGA 
Os8N3       -CGA------GCAG-GCGGCCGACG------GCGTCGCCGCCGCCGCCGC-CGCCGACAA 
Os03g22590  TCGAC-CACAGGAGCGTCGTCGTCGACATC-CCGCCGCCGCCGCAGCCGC-CGCCGGCGC 
Os02g30910  ----------GGAG-GTGGTGGAGGTGAAG---GTGGATGACGAGGAGACGAACCGTA-- 
 
Os11g31190  CGGCGCCGGCGAGAAGAA-----GGTAGCTGCATGAGTGCGT-GC------ATGCG---- 
Os12g29220  GGTGGCCGCCGTGTAGGGTCCCCGGCCGGTCAACGCGTGCTT-GC------ATGGGCCA- 
Os8N3       GGA-GCTGC--TGCAGAACAAGCCGGAGGTGATCGAGATCACCGC------CGCCGTGT- 
Os03g22590  TGC--CGGCCGTGGAGGTGGCCTGATCGATCAGTGAGAGGGTGACGTATTGAGCTGCTTG 
Os02g30910  -----CGGAC---GAGAT-----GGCCGGTGACGGCGATCAC-GCT-----ATG-GTCAG  
 
Os11g31190  TAC---ATGGGTC-GCCGTAAGAAGG---AAGAAGGCGTGACG--TG---------TCCA 
Os12g29220  TGC---ACGTGT--GCAGTACCACGTGCCACGTACACTTTAATA-TGAA------CTCCA 
Os8N3       GACG--ACGACTGATCTCGACGACGA--CAGATTCTCGCTACTGATGAA------GAAGA 
Os03g22590  TACTGCACGCGTGATGACCACGACTGACCAGAGTGACCTAATTACTGTGTGTTAGCTGCA 
Os02g30910  AACGG-AGCAGA--TCATCAAGCCTG---ACATGGCCATTGTTG-TGGAA-----GTGTA 
 
Os11g31190  GCCCGTACGCGC----GCCACGTGGCCA------AGCTAGCT--TCAGAGCTAGTGA--A 
Os12g29220  GGGCAAACTTGGAGGAGACAAGCTACCACCAATTAATTAACT--TAATTATTATTACTCA 
Os8N3       CGACGACGATGGC--CGGATCGATGACGGACAGAATTTAGCAG-TGTGGATTACTACCGA 
Os03g22590  GCTCATTCTAGCT---GAATCGCATGCA------TCTTAGCT--AATTAATTATTAT--A 
Os02g30910  GTCTGATTAAGCT------TAGAGAACTAGTAGTAATTCTCTCATGTGAGGTATAGC-CA 

 
Os11g31190  GCTGC----AGACATGCTAGCTGGC-TAGC---TAGCAGTGAG------AGAGTGCGACG 
Os12g29220  TCTTTCCCAAAATATAATTACTTT--TAGCCTCTAAAATTTATCTCAAAATATAGCAACT 
Os8N3       ACTTTA--ATTAGTTGGTTAATTAT-TGGA---TTACAATGTGGT---AAGAGTGTGTCA 
Os03g22590  TATATCTGCATGCTTAATTAATTAAGTCGCGA-TATATATGTG----ACTGTATGTATCT 
Os02g30910  GCTAGCTGGTGGTACACAAACATA---AACACGAACACATGTT-----CATCGCGTACGT 
 

 
 



Os11g31190  ACTAAAAAAAAAGTAG-TGA--TTAATTAAGGG----CTT---GTAATTTAATCG-TTGT 
Os12g29220  TCTTCACCTATATTCTCTTA--TAAAACAATCGTAACCTTCCAGTAATTAAATTTCTTAC 
Os8N3       TTAGCAGCTAG-TTAACTTACTTAAATTAATTATCTTGTTC-AGTCAGTCAGTCAGTCAG 
Os03g22590  GTTGCCGCGTTCTTTA-TTC--TGAGTTGTAGG-ATGATT--AG-AATTTTGCTAGTGGG 
Os02g30910  ACT--AGCTAC--TAGGTGAG-ACACCTCTTGG----CGT--AGTACGTACAGTAGTACT 
 
Os11g31190  TTTTTTTTTTCTC-TGTT-TCGTTGAGATCGATATCG------TTGTCACC--ATGCATG 
Os12g29220  ATATATATTTCTCCTCTTATCAATCA-ATCCCAACTGCCTTTTTTTTCATTTTATTCCTG 
Os8N3       TCAGTCAGTCAGC---TT-TGAGTGA----GTGAGTG-------AGTGATC---TCGACG 
Os03g22590  CTAAGTACATGTATGCACATGA-TCATCTATCAGCTG--------CTGGTCG-ATGCGTG 
Os02g30910  CCGGCCAGATCTA--GTAGGGACTGTATTGGCGCGTG-------ACTCGCCTGGTTCGTC 
 
Os11g31190  TA--TTTCGTTTTTGATTC----------TCAGTAAT-TAATTAGAT---GGG------- 
Os12g29220  TAACTTTCGTAATATATCCGTATATCCTATCTAAAAC-TTATTATATTTTGGGATGGTGA 
Os8N3      TAG-TTTGCTGGTTGGT---------------GTAA--TAAGAAAAA--GGCGAT----- 
Os03g22590  TA---T-CGCCGTACGT--G-----------TATGAT-TGGGGACAC---GTG------- 
Os02g30910  CAGCTTGCATGCAGAGACCG---ACCGAGCAAGCAAGCTAATTAAGC--TGGCCCGACCG 
Os11g31190  -------------CTTTCT-----GTAATTCAACC-TGTAAGGGTTCCTTC-CATGATTA 
Os12g29220  TGGTATTATATATCTTTCTTGCATGCCATGCAACT-AGAGACGGGGGAAGC-TATGTGTA 
Os8N3       --------------CTACTAGTA-GTCTACTAGCT-AGT-ACGCATGCATG-TGTGTGTG 
Os03g22590  ---------------TACT-GCA--TCTGCATGCT-AGT-ACG-TGGCATC-TCAGTTTA 
Os02g30910  ACCGAGTGCATGCGTGTTTTGTGAACCTAGCTACTGAGGGGGGAGTGAAGGGTGTGGGTG 
 
Os11g31190  ATTAATTAGC--G----TGTT----AATAA----TTG---TCCCACC------------- 
Os12g29220  ATGTATGTGCATG----TGTT----TCTCTGGTGTTGGT-TTCCGCTTCTGTTGTATTCA 
Os8N3       CTCTACTTACC-G----TGTTGCAATCTCATCTCTTTGT-ACTTACAACTCA-GAAATCA 
Os03g22590  TGGTACTAGCTAGACACTGTACTGCTCTCCAA--TCAAT-AAAAGCCCATGT----ATCA 
Os02g30910  TGCAATCGACCGGCC--TGTCGCG-TCGATGCTCTTGCTTAGCTTCATTCGATTCATGCA 
 
 

Fig. S2.  Alignment of C-terminal coding and untranslated 3’ region of the four 
closest relatives of Os8N3 of rice.  The 3’ probe and silencing fragment of Os8N3 is 
indicated in bold letters.  Red letters indicate bases present in all sequences.  Blue 
letters indicate bases shared with Os8N3 and three of the four relatives. Sequences 
were using CLUSTALW (35) and displayed using BOXSHADE (K. Hofmann and M. 
D. Baron; unpublished).  




