
10. 20. 30. 40. 50. 60. 70. 80. 90. 100.
CCT0783 hit1 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
CGMCC2.1609 hit1 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGG.CAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 103
MTCC457 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
ATCC10788 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
CBS14 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
Z11 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
IFO0559 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
JCM10020 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
Z1 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
NP11 GGTAGTGTGCACAGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
JCM10049 GGTAGTATGCACAGCATCACAGCAAGCCGGAACCGTCGATGTTAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 104
CECT1137 ............AGCATCACAGCAAGCCGGAACCGTCGATGTCAGTGAGGTGTTGCGGGCAGAGCATCTCCCCG.CGACGTCTCTTCCTCCACCGCGACTACGAA 92
BOT-A2 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
NBRC0880 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
ATCC204091 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
delta dao 1e ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
JCM10021 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
ATCC10657 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
CGMCC2.1609 hit2 ............AGCATTACAGCAAGCCGGAACCGACGATGTCAGTAAGGCGTTGCGGGCAGAGCGTCTCCCCGCCGACATCTCTTCCTCCGCCGCGACTACGAA 93
VN1 ..........ACAGCATCACAGCGAGCCAGAACAGACGATGTCAGTAAGGCGTTGCGGGCAAAGCGTCCCCCCGCCGACATCTCTCCCTCCGCCGCGACTACGAA 95
CCT0783 hit2 ............AGCATCACAGCGAGCCAGAACAGACGATGTCAGTGAGGCGTTGCGGGCAAAGCGTCCCCCCGCCAACATCTCTCCCTCCGCCGCGACTACGAA 93
JCM24501 ............AGCATCACAGCGAGCCAGAACAGACGATGTCAGTGAGTCGTTGCGGGCAGAGCGTCCCCCCGTCGACATCTCTTCCTCCCCCGCGACTACGAA 93
consensus ****** *****!!!!!*!!!!!*!!!!*!!!!*!*!!!!!!*!!!*!!**!!!!!!!*!!*!!!*!!*!!!!! !*!!*!!!!!*!!!!!*!!!!!!!!!!!!!

110. 120. 130. 140. 150. 160. 170. 180. 190. 200.
CCT0783 hit1 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
CGMCC2.1609 hit1 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 208
MTCC457 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
ATCC10788 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
CBS14 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
Z11 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
IFO0559 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
JCM10020 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
Z1 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
NP11 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
JCM10049 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 209
CECT1137 CACGCCCTCACAGCGCTCGTCCATGCGCGTGCTGATGCTCGAGACTCACCACTACGAAAATCGTCTCCCGTGAGCCTTCCGGGCTGGCCTGCGACATCGACGTCG 197
BOT-A2 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
NBRC0880 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
ATCC204091 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
delta dao 1e CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
JCM10021 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
ATCC10657 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
CGMCC2.1609 hit2 CACACCCTCACAGCGCTTGTTCATCCGCCTGCTGATGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCCGCCGGGTTGGCCTGCGACATCGACGTCG 198
VN1 CACACCCTCACAGCGCTTGCCTGTCGGCCTGCTGATGCTCGAAACTCACCACTACGAAGATCGTCTCCCGTGAGCCTGCCGGGCTGGCCTGCGACATCGACGTCG 200
CCT0783 hit2 GAGAACTTCACAGCGCTTGCTCGTCCGCCTGCTGGTGCTCGAGACTCACCACTACGAAGATCGTCTCCCGTGAGCCTGCCGGGCTGGCCTGCGACACCGACGTCG 198
JCM24501 CACACCCTCACAGAGCTTGATCATCGGCCTGCTAATGCTCGAGACTCACCACTACGAAGATTGTCTCCCGTGAGCCTGCCGGGCTGGCTTGCGACATCGACGTCG 198
consensus *!***!*!!!!!!*!!!*!****!**!!*!!!!**!!!!!!!*!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!**!!!!!*!!!!*!!!!!!!*!!!!!!!!
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Multiple Sequence Alignment (MSA) of the putative 3877 promoter sequences from all the currently available R. toruloides genomes. The candidate sequence from strain
BOT-A2 was identified as the 1000 kb directly upstream of the start codon of the gene, and this sequence was used as input for a nucleotide Blast analysis to identify the
corresponding sequences in the other genomes. No Blast hits were found in the NRBC10032 assembly; two hits were found in each of the CGMCC2.1609 and CCT0783
assemblies and are marked with *. See the Materials and Methods section for details on the MSA. The brackets indicate the established clades from the Average Nucleotide
Identity analysis (see Figure 1 in the main text).
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210. 220. 230. 240. 250. 260. 270. 280. 290. 300. 310.
CCT0783 hit1 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
CGMCC2.1609 hit1 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 312
MTCC457 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
ATCC10788 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
CBS14 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
Z11 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
IFO0559 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
JCM10020 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
Z1 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
NP11 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
JCM10049 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 313
CECT1137 AGGCGACAGGGACCATGTCGACAGAAGGGCGTTTGCGGGTGTCGTAGACGGTGGAGAGGCCTTGTACAGATGCGCAGGGTCTTGAAG.AAGTGCTCTTGTCGAGG 301
BOT-A2 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
NBRC0880 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
ATCC204091 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
delta dao 1e AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
JCM10021 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
ATCC10657 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
CGMCC2.1609 hit2 AGGCGACAGGGACCATGTCGAGGGAAACGCGGTCGCGGGTTTCGTGAAGGTTGGGGAGGTTGGCTGGTGATGTGCAGGGACTCTGAGGAAATGCTCTGGGCGAGC 303
VN1 AGGCGACAGGGACCATGTCGAGGGAAGAGCGTGGGCGGGCGTTCAAGAGGTTGGAGAAGTATGGCGGAGATGTGCAGGATCTTTAAC.AAGCGCTCTGGGCGAGC 304
CCT0783 hit2 AGGCGACAGGGACCATGTCGAGGGAAGAGCGTGCGCGGGCGTTCAAGAGGTTGGAGAAGTATGGCGGAGATGTGCAGGGTCTTTAAC.AAGCGCTCTGGGCGAGC 302
JCM24501 AGGCGACAGGGACCATGTCGAGGGAAAGGCGGCTACGGGTTTCGTGGAGGTTGGAGAGGTCTGGTGGAGATGTGGGAGGTGTTCGAG.GAGTGGTGTGGGCGAGC 302
consensus !!!!!!!!!!!!!!!!!!!!!**!!!**!!!****!!!!**!*****!*!*!!!*!!*!*********!!!!*!***!***!***!* *!**!*!*!*!*!!!!*

320. 330. 340. 350. 360. 370. 380. 390. 400. 410.
CCT0783 hit1 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
CGMCC2.1609 hit1 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 417
MTCC457 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
ATCC10788 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
CBS14 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
Z11 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
IFO0559 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
JCM10020 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
Z1 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
NP11 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
JCM10049 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 418
CECT1137 TGGAGTAGCAGCGAGGCAGCGCAGGCTCTGAAGGACCTGTTCTCGTCAACCTGCGTCAAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTA 406
BOT-A2 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
NBRC0880 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
ATCC204091 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
delta dao 1e GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
JCM10021 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
ATCC10657 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
CGMCC2.1609 hit2 GGGAGTAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACCTGCGTCGAGGATGGGCGCGGTGCAAAGGGGCGGCTTCGGATTGGCGCACGATTG 408
VN1 TGGAGTAGCAGCGAGGCAGCAGAGGCTCTGAGGGACCTGTTCTCGTCGACCTCTGTCGAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTG 409
CCT0783 hit2 TGGAGTAGCAGCGAGGCAGCACAGGCTCTGGGGGACCTGTACTCGTTGACCTCTGTCGAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCGCGATTG 407
JCM24501 GGGATCAGCAGCGAGGCAGCACAGGCTCTGACGGAGCTGTTCTCGTCGACTTGCGTCGAGGATGGGCGCGGTGCGAAGGGGCGGCTTCGGATTGGCGCACGATTG 407
consensus *!!!**!!!!!!!!!!!!!!**!!!!!!!!**!!!*!!!!*!!!!!**!!*!**!!!*!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*
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420. 430. 440. 450. 460. 470. 480. 490. 500. 510. 520.
CCT0783 hit1 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
CGMCC2.1609 hit1 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 521
MTCC457 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
ATCC10788 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
CBS14 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
Z11 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
IFO0559 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
JCM10020 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
Z1 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
NP11 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 522
JCM10049 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCA 522
CECT1137 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCCCCGATTGAGCAGTGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGTCGGGTCCT 510
BOT-A2 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
NBRC0880 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
ATCC204091 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
delta dao 1e CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
JCM10021 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
ATCC10657 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
CGMCC2.1609 hit2 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
VN1 CGCGACACAATCTCCTGCGTCCGCTGCAGGACGTT.CTTATCGGGGCTCCGATTGAGCAGCGGAGGCCAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 513
CCT0783 hit2 CGCCGCACAATCTCCTGCGTCCGCTGCAGGACGTTTCTTATCGGGGCTCCGATCGAGGAGCGGAGGCTAATCTCGCGGTTGGTATCGCAACGAGCGGCGGATCCT 512
JCM24501 CGCCGCACAATCTCCTGCGTCCGCTGCAGGATGTT.CTTATCGGGGCTCCGATTGAGCACCGGAGGCTAATCTGGCGGTCGGTATCGCAACGAGCGGCGGTTCCT 511
consensus !!!**!!!!!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!!!!! !!!!!*!!!*!**!!!!!!*!!!!!*!!!!!*!!!!!!!!!!!!!!!!*!!!*!!!*

530. 540. 550. 560. 570. 580. 590. 600. 610. 620.
CCT0783 hit1 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
CGMCC2.1609 hit1 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 626
MTCC457 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
ATCC10788 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
CBS14 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
Z11 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
IFO0559 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
JCM10020 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
Z1 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
NP11 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 627
JCM10049 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTCTTGGCGTGCCAGCGCTGCTCTAACGCCC 627
CECT1137 GTCCTCCTGGCTTGATTCGGTCGCCCTGCGCCTTCGCCAGGTGCTTGCGGGTCTGTCAGTAGTCACGATATGACTTTTTGGTGTGCCAGCGCTGCTCTAACGCCC 615
BOT-A2 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
NBRC0880 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
ATCC204091 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
delta dao 1e CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
JCM10021 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
ATCC10657 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
CGMCC2.1609 hit2 CTCCTCCTGGCTTGCTACGGTCGCCCTGCGCCTTCGCTGGGTGCTCGGAGGTAACGAACCGGTCACGATATGACTACTCGACCTACCAGCGGCGCTCCAGCGATC 617
VN1 CTCCTCCTGGCTTGCTTCGGTCGCCCTGCGCCTTCGCTGGGTCCCTGTGGGCATGGAACCATTCACGATATGACTTCTTGACGTGCCAGCGCTGCTCCAGCAATC 618
CCT0783 hit2 CGCCTCCTGGCTTGCTTCGGTCGCCCTGCGCCTCCGCTGGGTGCCTGCGGGTATGGAACCACTCACGATATGACTTTTTGACGTGC.AGCGCTGCTCCAGGGATC 616
JCM24501 CTCCTCCTGGCTTGCTTCGGTCGCCCTGCGCCTTTGCTCGGTGCCTGCGGGTATGGAACCACTCACGATATGACTTCTTGACGTGCTAGTGCCGCTCCAGCGATC 616
consensus **!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!**!!**!!!*!**!**!!******!****!!!!!!!!!!!!!**!*!* *!*!*!!*!**!!!!*!*****!
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630. 640. 650. 660. 670. 680. 690. 700. 710. 720. 730.
CCT0783 hit1 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
CGMCC2.1609 hit1 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 731
MTCC457 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
ATCC10788 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
CBS14 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
Z11 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
IFO0559 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
JCM10020 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
Z1 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
NP11 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
JCM10049 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 732
CECT1137 CCTCGTCACCAGCGAAGGCGGCAGCCGTTTCGCCCCGCCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCCCTTCGACGGTGCCCTGC 720
BOT-A2 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
NBRC0880 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
ATCC204091 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
delta dao 1e TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
JCM10021 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
ATCC10657 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
CGMCC2.1609 hit2 TCCCAGGACGAGCGAAGGCGGCAGCCATTTCGCCCCGGCATTTCGTCGCGCGGCGCTCTTTCATTTTCCCCTCCCCGCACAGCTTCCCCTTCGACGACACCCTGC 722
VN1 TCCCAGGATGAGCGAAGGCGGCAGCCATTTCGCCCCGCCATTTCGTCGCCCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTGCCCCTTCGACAATGCCCTGC 723
CCT0783 hit2 TCCCAGGATGAGCGAAGGCGGCAGCGATTTCGCCCCGCCATTTCGTCGCCCGGCGCTCTTTCATTTTCCCCTCCCCGCACCGCTTCCTCTTCGACAGTGCCCTGC 721
JCM24501 TCCCAGGATGAGCGAAGTCAGCAGCCATTTCGCCCCGCCATTTCGTCGCCCGGAGCTCTTTCATTTTCCCCTCCCCGCACCGCTTGCCCTTCGACAATGCCCTGC 721
consensus *!*!***!**!!!!!!!*!*!!!!!**!!!!!!!!!!*!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!**!*!!!!!!!****!!!!!!

740. 750. 760. 770. 780. 790. 800. 810. 820. 830.
CCT0783 hit1 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
CGMCC2.1609 hit1 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 836
MTCC457 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
ATCC10788 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
CBS14 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
Z11 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
IFO0559 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
JCM10020 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
Z1 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
NP11 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
JCM10049 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 837
CECT1137 TCCTTCTGCGCTGTCCGCGTCGGACATTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCAACGTTCCTC 825
BOT-A2 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
NBRC0880 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
ATCC204091 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
delta dao 1e TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
JCM10021 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
ATCC10657 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
CGMCC2.1609 hit2 TCCTCCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 827
VN1 TCCTTCTGCGCTGTCCGCGTCGGACACTGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCCTAACGCCTTCTGCTCGATAGACGGTCCT.TCGACGTTCCTC 827
CCT0783 hit2 TCCTTCTGCGCTGTCCGTGTCGGACACGGGCTAGCCTGGGCGCTCCTGATCGAGGGACCGGCCTCAACGCCTTCTCCTCGATAGACGGTCCCGTCGACGTTCCTC 826
JCM24501 TCCTTCTGCGCTGTCCGCGTCGGACTCTGGCTAGCCTGGGCGCTCCTAATCGAGGGACCGGCCCTAACGCCTTCTCCTCGATAGACGGTCCCTTCGACGTTCCTC 826
consensus !!!!*!!!!!!!!!!!!*!!!!!!!***!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!**!!!!!!!!!!*!!!!!!!!!!!!!!!**!!*!!!!!!!!!
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840. 850. 860. 870. 880. 890. 900. 910. 920. 930. 940.
CCT0783 hit1 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
CGMCC2.1609 hit1 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 941
MTCC457 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
ATCC10788 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
CBS14 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
Z11 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
IFO0559 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
JCM10020 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
Z1 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
NP11 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 942
JCM10049 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCTACCTCACCGAAGGAC 942
CECT1137 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTACCTCTCCTCTCCGCCCTTTCCTTCGCTCCTCCTTCTCTACCGGATCTTCAGCCTCATCGAAGGAC 930
BOT-A2 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
NBRC0880 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
ATCC204091 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
delta dao 1e GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
JCM10021 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
ATCC10657 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
CGMCC2.1609 hit2 GCGCTATCTCTCGTATCGCATTGGCCGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTT.ACTCCTCCTCACCTCCCGGATCCTCAGCCTCATCGAAGGAC 931
VN1 GCGCTATCTCTCGTATCGCATTGGACGCTGCATCTCCCTCCCTCTCCTCTCTGCACTTCCCTTCGCTCCTCCTCACTTCCCGGATCTTGCGCCTCATCAAAGGAC 932
CCT0783 hit2 GCGCTATCTCTCGTATCGCATTGACCGCTTCATCTCCCTCCCTCTCCTCTCTGCACTTTCCTTCACTCTCCTTCACCTCCCGAATCTTGCGCCTCATCTAAAAAC 931
JCM24501 GCGCTATCTCTCGTATCGCATTGGCCGCTTCATCTCCCTCCCTCTCCTCTTTGCACTTTCCTTCACCCCTCCTCACCTCCCGGATCTTGCGCCTCATCGAAGGAC 931
consensus !!!!!!!!!!!!!!!!!!!!!!!**!!!!*!!!!!!!!!*!!!!!!!!!!**!!*!!!*!!!!**!*!**!*!****!*!!!*!!!*!***!!!!!*!*!!**!!

950. 960. 970. 980. 990. 1000.
CCT0783 hit1 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
CGMCC2.1609 hit1 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 999
MTCC457 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
ATCC10788 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
CBS14 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
Z11 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
IFO0559 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
JCM10020 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
Z1 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
NP11 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
JCM10049 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 1000
CECT1137 ATCCGCCCTTCCGACACTCAACTTTCGCTTCAGTCCTC.CCGACCTCCCCGACTTCGCC.......... 988
BOT-A2 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
NBRC0880 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
ATCC204091 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
delta dao 1e CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
JCM10021 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
ATCC10657 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
CGMCC2.1609 hit2 CTCCGCCCTTCCGACACTCAACTTTCGCTTTCGTCCGCATCGACGTCTCCGACCTCCCCGACTTTCACC 1000
VN1 TTCCGCCCTTCAGACATTCGACTTTCGCTTTCCTCCGCTTCGACTTTCCCGACCTCCCCGACTCTCAC. 1000
CCT0783 hit2 CTCCGCCCTTCAGACATTCAGCTTTCGCTTTCCTCCGCTTCGACTTTCCCGACCTCCCCAACTTTCGCC 1000
JCM24501 CTCCGCCCTTCAGACATTCAACTTTCGCTTTCCTCCGCTTCGACGTTCCCGACCTCCCCGACTTTC... 997
consensus *!!!!!!!!!!*!!!!*!!**!!!!!!!!!***!!!*! *!!!!*!**!!!!!*!!*!!
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