Supplementary Sequence information:

Sequence alignment of the regions where the two arms of the construction differ (Oxa7 vs. oxa 11).
The indices are relative to the center of the construction. The numbers in bold are the indices

corresponding to fig SA and 5B

Oxa7 arm GTTCGCAATCTGGGTATTGTTTGTTCCCCTGAGCGCGGTTGGTGCTGTTGGCGTTCCGGT 2280
Oxall arm GTTCGCAATCTGGGTATTGTTTGTTCCCCTGAGCGCGGTTGGTGCTGTTGGCGTTCCGGT 2280
KA A A A AR AR A AR A AR AR A A A A AR A KR A A A IA A A AR A KA A A A A A AN A A A A A AR A AR AR KKK
Oxa7 arm CAGTGCCGGACTGTCCAGTGGGCTTTTCTGTTCGTTTCATCCATTACCACCTTAACCGCC 2340
Oxall arm CAGTGCCGGACTGTCCAGTGGGCTTTTCTGTTCGTTTCATCCATTACCACCTTAACCGCC 2340
Kok kkhkkk kA Kk hhhhkh kA A Ak khkhkhk kA KKKk khkhkhk kA Ak kkkhkhkkk kKK kkkhkhkk*k & & K K%
2386
Oxa7 arm TTTGGCGTTGCAGCAAGCGTTTCAGACGTGCTGTTGGTTGCACTGCT--GAAAACATTTG 2398
Oxall arm TTTGGCGTTGCAGCAAGCGTTTCAGACGTGCTGTTGGTTGCACTGCTATGAAAACATTTG 2400
KA KK A AR AR AR A A A AR A AR A A A A A AR A I A A A A AN A AR A AR Ak kK Kk kK Kk kK Kkkk K
2414 2427 2443
Oxa’7 arm CCGCATATGTAATTACTGCGTGTCTTTCAAGTACGGCATTAGCTAGTTCAATTACAGAAA 2458
Oxall arm CCGCATATGTAATTATCGCGTGTCTTTCGAGTACGGCATTAGCTGGTTCAATTACAGAAA 2460
kokkhkhkhkkkkkhhhkhkhk  Kkkhhhhkhhkxx Kkhkhhkhkkkkhkhkhkhx *Akkkhkhkhkhkxkxx &K k*
2465 2505
Oxa’l arm ATACGTTTTGGAACAAAGAGTTCTCTGCCGAAGCCGTCAATGGTGTTTTCGTGCTTTGTA 2518
Oxall arm ATACGTCTTGGAACAAAGAGTTCTCTGCCGAAGCCGTCAATGGTGTCTTCGTGCTTTGTA 2520
Kkokokkhkk Kk Kkkhkhkhkhkhkkkkkhkhkhk kA XKk kkhkhkhkk kA kkkkhkhkhkkx Kkkhkhkhkxkxx k&K%
2548
Oxa7 arm AAAGTAGCAGTAAATCCTGCGCTACCAATAACTTAGCTCGTGCATCAAAGGAATATCTTC 2578
Oxall arm AAAGTAGCAGTAAATCCTGCGCTACCAATGACTTAGCTCGTGCATCAAAGGAATATCTTC 2580
R R e S b I b b Sb b b Sh S SE I Sb b b 2b S db b Sb b S SR I b b Sb e Sb b b 2h S 2b b Sb b b b e S Jb S Sb 2 b 2b S b Y
Oxa7 arm CAGCATCAACATTTAAGATCCCCAACGCAATTATCGGCCTAGAAACTGGTGTCATAAAGA 2638
Oxall arm CAGCATCAACATTTAAGATCCCCAACGCAATTATCGGCCTAGAAACTGGTGTCATAAAGA 2640
Kokokkkkkkkkkkhkhkhkk kK kkkkhkhk kA XKk kkkhkhkk kA kkkkkhkkk kK Kk Kk kkkkkxx %Kk *
2650 2685
Oxa7 arm ATGAGCATCAGATTTTCAAATGGGACGGAAAGCCAAGAGCCATGAAACAATGGGAAAGAG 2698
Oxall arm ATGAGCATCAGGTTTTCAAATGGGACGGAAAGCCAAGAGCCATGAAGCAATGGGAAAGAG 2700
khkkhkkhkkhkkhkhkkhkhkkhkh hhkhkhhkhhkkhhkhhhhhhhhhhhhhhhrhkhrhkhrhkhhkhhdx *hrhrhkrhrkhxx
2705 2733
Oxa7 arm ACTTGAGCTTAAGAGGGGCAATACAAGTTTCAGCGGTTCCCGTATTTCAACAAATCGCCA 2758
Oxall arm ACTTGACCTTAAGAGGGGCAATACAAGTTTCAGCTGTTCCCGTATTTCAACAAATCGCCA 2760

khkhkkhkhkkhk hhhkhkhkhAhkkhkrhkhkrhhkhhkhkhkhkrhkhkrhhkhkh *hkhhkhkrhkkhkrhkhkhkhhkrkrhkhkrxkhkkxxkx
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2790 2805 2811 2813
GAGAAGTTGGCGAAGTAAGAATGCAGAAATATCTTAAAAAATTTTCATATGGTAACCAGA
GAGAAGTTGGCGAAGTAAGAATGCAGAAATACCTTAAAAAATTTTCCTATGGCAGCCAGA

KAIAKAKAAKRAKRKAAAAXAKAA KN A A AAXAA A KR A A KA AKX KA h Kk hkAA XA hkhkk hk Xk kk*kk* * Xk **%k%

2853 2855
ATATCAGTGGTGGCATTGACAAATTCTGGTTGGAGGGTCAGCTTAGAATTTCCGCAGTTA
ATATCAGTGGTGGCATTGACAAATTCTGGTTGGAAGACCAGCTTAGAATTTCCGCAGTTA

hhkhkkhkrhhkrhkhkhkhkhkhkhkrhkhkrhhkrhkhkhkhkrhkhkrxhkhkxkx * kxkhkhkrhkkhkrhkhkhkhkhhkxkhkxkxx

2906 2928 2937
ATCAAGTGGAGTTTCTAGAGTCTCTATTTTTAAATAAATTGTCAGCATCAAAAGAAAATC
ATCAAGTGGAGTTTCTAGAGTCTCTATATTTAAATAAATTGTCAGCATCTAAAGAAAACC

khkkhkkhkhkkhhkkhhkkhhkkhhkkhhkhhkhhkhhkhhhkhkhkh hhkhhhhhhhkhhhhkrhrhkhhrkx *rkrkrkx %

2973 2976 2988
AGCTAATAGTAAAAGAGGCTTTGGTAACGGAGGCTGCGCCTGAATATCTTGTGCATTCAA
AGCTAATAGTAAAAGAGGCTTTGGTAACGGAGGCGGCACCTGAATATCTAGTGCATTCAA

kxkhkkhkhkhkhkrhkhkhkhhAhkkhkrhkhkhhhkhkhkhkhkhkrhkhkrhkhkhkh *k *hkrhkkhkrkhkkhkhkkhkx *rxkkhkrkhkkxk*x

3057
AAACTGGTTTTTCTGGTGTGGGAACTGAGTCAAATCCTGGTGTCGCATGGTGGGTTGGTT
AAACTGGTTTTTCTGGTGTGGGAACTGAGTCAAATCCTGGTGTCGCATGGTGGGTTGGGT

khkhkkhkhkhkhhkhkhkhkhAhkrhhkhhhkhhkhkhhkrhhkrhhkhhhkrhkhkhkhkrhkhkrhkkhkhkhkhkrkrhkkhkrkkx *

3071
GGGTTGAGAAGGGAGCAGAGGTTTACTTTTTCGCCTTTAACATGGATATAGACAACGAAA
GGGTTGAGAAGGAGACAGAGGTTTACTTTTTCGCCTTTAACATGGATATAGACAACGAAA

kkkkkkhkkkKkkkk KA KAK AR AR A AR AR A AR A AR AR AR A AR A A A AR A A A A A A A ARk kK

3119 3161
ATAAGTTGCCGCTAAGAAAATCCATTCCCACCAAAATCATGGCAAGTGAGGGCATCATTG
GTAAGTTGCCGCTAAGAAAATCCATTCCCACCAAAATCATGGAAAGTGAGGGCATCATTG

KA KRKA AR KA AR AR A AR A A A A A A AR A AR A A A AR A AR AR AR A A h ), A hA A Ak kA Ak Ak k%

3187
GTGGCTAAGAGCTGCACTATCCCCTTTCTCGTTGTGTCCGCATCCTCAAGCGCGACAGCT
GTGGCTAA-AGCTGCACTATCCCCTTTCTCGTTGTGTCCGCATCCTCAAGCGCGACAGCT

KEAKKAKAKAKAAXN A A A A A A AR A A A A A A AR A A A A A A A A A KA I A A A A AR AR AR A A A AR A A A Xk K
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