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Downstream of rpl5

342428 TAGGTTTCTCATAGCAAATAGAGACACCGAGGCCCTCTCCACAACCTAGTAGTTGATGGG
342368 TATGGGGAGGGGAGAGA-AGAGTGGGTATGAGGGCTTCG) I CCTTCT 342340
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337561 gacaatcaatgggtatataaaagaccaacgaaacgacgagtgagaaggataagggggagt
337621 agtaggaggagctttcattgaagtagaggtttcathaqtg-acgagagatagaatga
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cttattc ttctgatttt ggttttcgta tcacggatgt
412501 tggttcgcgc tttatggccce cgttctgcag tattgacgtc c actacttttg
412561 ttgttctttc ttcagcggtt tt ngtqog, cggt -~ aacgaaccta
412621 tgg gc [ aattccg
412681 ccttattcac g aaga cgtagtagaa
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E_pgqugpg$g;gpAAGAAAGc ACGGGGGAAA TGGACGCGCT GATGGCATCA
3241 ACGACTCCTT CCGCGCCGGG GACACCCTCC GGGGGGGAAC CTTCGGTCAA TCAACCGCTT
3301 CCAGGGGAGC AAGCTATGCY, TCCCGCTCTT CCCGTTATGC AGGAAGCTGC TAATCGGGCT
3361 CCGCCCTACG CGCCCTACCCA\GTATCCAGTT GACGAGATAA TAGGAGGGGA TAGCGTGCAA
3421 TCCATTCAAA GAAGACTTTT QgGGACTAAT TGGAATCCTT CCGCCCATGA CATAAAAATG
3481 TCCCGGATTC AAGCGGAGGA TTATTTGAA CTGAAAGTGG AAATCATAAG AAAGATGGCG
3541 GGCCTGCATC CAAGTGGCGA TTRGATGGGA TGGGGCGCGC GGGCCTTGGA CAACCCCCGT
3601 ACGGCCACTG GCGAGGAAGA CTT&GCTAGG TTGCACCAAA TGCTCGACGA CCTACAGAGC
3661 CGGAATGAGC AATCAGCTAC CTTC{GGCGC TTGGTCGAAA GAGTCCGCTT ACGGGCGGAT
3721 GAGGATCAAA ACTCAGCCTC CTAGACATGG CTGAGAGAAG GGTGAA
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tgagcacttc gcacttcaga aaatcgtata
caacggcttt cgcgctagtt gctcaaaaaa
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tgcctagtga cggaaggccc ctatcttcecg
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athgtaaaa ataaagtaat caabcaqatt

atccggcttg ctaactatct tgctttcctg
tctggtcttc ctcgtaacca atataaccct

CCGGAATGAG CAATCCGCTA CCTTCAGGCG CTTGGETCGAA, AGAQTQQGCT TACGGGCGGA

TGAGGATCAA AACTCCGCTT %§TAGA8ATG GCTGAGAGAA GGGTGAMATG AAAAAAAAAG
top codon

GCTTCCACCA ATCGGAGTTT CGCGCATTTC AGATGGTGGT AAAGTGATAC CATATAAGGA
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l2781latcaatcaga tttgcctagt gacggaaggc ccctatcttc cgatccggcet tgctaactat

12841 Ettgctttcc tgcctcctge ttgctaacct gectttctttce cttctggtcet tcctcecgtaac

Figure S6. The repeat sites for recombination events among the donor (source) sequences
to generate the new structures. Site A is for recombination between the fragment 284s
from orf284 and the downstream position of rpl5; site B is for recombination between cs4
and cs7; site B’ (a part of site B) is for recombination between cs4 of S356 and the rps3-
containning sequence to generate S352a; site C is for recombination between cs2 of S356
and cs8 to produce S3144; site D is for recombination between S314a and a mitochondrial
sequence to produce S314b; sites G and H are for integration of the atp6-containing

sequence into S352b to generate S352c. The sites E and F are shown in Figure S6.



