File S1 Alignment of the RM11-1a and S288C CGI121 nucleotide sequences.

RM11l-la CGI121

5288C CGI121

RM11l-la CGI1l21

5288C CGI121

RM11l-la CGI121

S288C CGI1z21

RM11l-la CGI1l21

S288C CGIl21

RM11l-la CGI1l21

S288C CGI1z21l

RM11l-la CGI1l21

S288C CGI1z21

RM11l-la CGI1l21

S288C CGIl21

RM11-la CGI1l21

S288C CGIl21

RM11l-la CGI1l21

S288C CGI1z21

ATGGTAGTATCCATCATACCGCAATTTCCTGATATCAAGGTTTCACTAGCATTGTTTGAA

ATGGTAGTATCCATCATACCGCAATTTCCTGATATCAAGGTTTCACTAGCATTGTTTGAA

KA A A A AR AR A A A A A A AR A A A A A A AR A KA IR A A A A KA I A A A A AR A AR A A A AR AR A A XKk

CAGGTTAAAAATGCTAAAGAAATACGCTCTAAAATGAGTGAATTGTCGACATCCTTTGCC

CAGGTTAAAAATGCTAAAGAAATACGCTCTAAAATGAGTGAATTGTCGACATCCTTTGCC

KA A KA AR AR A AR A A A AR A A A A A A AR A KA I A A A A A KA I A A A A AN A AR A A A AR AR A X kK

TTTATTGACCCCCGGTTAGTCTGTTCGGGGGAGCAGATGTATTCTGCAATTTACAAGACC

TTTATTGACCCCCGGTTAGTCTGTTCGGGGGAGCAGATGTATTCTGCAATTTACAAGACC

KAk hkkhk Ak hkhkhhkhk kA hkk A hhkhhhkhhhkhkhk A hkhkrhkhkhhhkhhkhkhkhkrhkhkrhkkhkhkhkhkhkkrhkrkhkkxk*x

TTAATAGAAGTGAAATATAACAAGATGAGAACAAGAAATTTGAATTCCGAGTGCGTACTA

TTAATAGAAGTGAAATATAACAAGATGAGAACAAGAAATTTGAATTCCGAGTGCGTACTA

KK AR A AR AR A AR A AR AR A A A A A A A KR A A A I A A A A A KA A A A AR AN A A A A A A AR A AR A XKk

TGTCTTTCACCCACTTCCAATATTAGTGATGCTTTCCTCAAGTTCGGAATCAAAGACGAT

TGTCTTTCACCCACTTCCAATATTAGTGATGCTTTCCTCAAATTCGGAATCAAAGACGAT

KKK A AR AR A AR A AR AKRAAAA AR AR A XA A AA AR A KA RN XA kA A hA A A AR A Ak A kX kK

TCGTCACAGTTAATATGCCTTAAGTTCCATACTAATACTGACGATGTAGACAAAGAGCAA

TCGTCACAGTTAATATGCCTTAAGTTCCATACTAATACTGACGATGTAGACAAAGAGCAA

Ak khkhkhkhkhhkhkhk kA hkhkrhhkhhhkhhkhkhkhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkkhkhkhkhkrkrhkrxkhkkxxk*x

TTGAGGACGATTATGACTTCTATAGTAAAAGGACAAGAGATCGAGTTTAATGATGACAAT

TTGAGGACGATTATGACTTCTATAGTAAAAGGACAAGAGATCGAGTTTAATGATGACAAT

kA hkkhkhkhkhhkhkh kA hhkrhhkhhhkhhkhkhhkrhhkrhhkhhhkhkkhkhhkrhkhkrhkhkhkhkhkrkrhkrkkxxk*x

TTATCGAGATTTTATGACGAAGCGCTCATAAGAAAAGTATGTTTTAATAATAAATTCGAG

TTATCGAGATTTTATGACGAAGCGCTCATAAGAAAAGTATGTTTTAATAATAAATTCGAG

KA AR A AR AR A AR A AR AR A AR A AR AR A A A A A A AR AR A AR A AR AR A AR A AR AR A A Ak Ak X kK

GTAAAAACTTCAACAGCCTCACCAGAAACACATTGTACTAACTTCACCTTTGTTTTCCTT

GTAAAAACTTCAACAGCCTCACCAGAAACACATTGTACTAACTTCACCTTTGTTTTCCTT

Ak hkrkhhkhhkhkhhkhAhhkrhhkhhhkhhkhkhhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkhkhkhkhkrkrhkrkkxk*x

60

60

120

120

180

180

240

240

300

300

360

360

420

420

480

480

540

540



RM11l-la CGI121 TTATTTTGTTTTTACCTATTAGATCTATAAATTAAGTGATGATTTCAAGCCCCAAGACGT 600

S288C CGIlz21 TTATTTTGTTTTTACCTATTAGATCTATAAATTAAGTGATGATTTCAAGCCCCAAGACGT 600

KA A A A AR AR A AR A A A AR A A A A A A A A A KA A A I A A KA A A A A AN AR AR A A A AR A A A Xk K

RM11l-la CGI121 AAATGGTCTCTCAAGAGCTTTGGTAGACGCTATTCAATTGAGGGGTGTGTAG 652

S288C CGIl121 AAATGGTCTCTCAAGAGCTTTGGTAGACGCTATTCAATTGAGGGGTGTGTAG 652

Kk hkkhk Ak hkhhhkhk kA hkhk A hhkrhkhkrhhkhkhdAhkhkrhkhkrhkdkrhkkhkhkhhkkhxkkxkkxk%x



Fig. S2 Alignment of the RM11-1a and S288C BUD32, GON7, KAE1, and PCC1 nucleotide sequences.

RM11-la BUD32

S288C BUD32

RM11-la BUD32

5288C BUD32

RM11-la BUD32

S288C BUD32

RM11-la BUD32

S288C BUD32

RM11-1la BUD32

S288C BUD32

RM11-1la BUD32

S288C BUD32

RM11-la BUD32

S288C BUD32

RM11-1la BUD32

S288C BUD32

RM11-1la BUD32

S288C BUD32

ATGACGCAAGAATTCATTGATAAAGTATCTTCCTACCTGACTCCTGATGTGGACATTGCA

ATGACGCAAGAATTCATTGATAAAGTATCTTCCTACCTGACTCCTGATGTGGACATTGCA

KA A A A AR AR A A A A A A AR A A A A A A AR A KA IR A A A A KA I A A A A AR A AR A A A AR AR A A XKk

CCTATTTCTCAAGGTGCAGAAGCCATTGTTTTCACAACGACTACTCACCCATATCTCCCA

CCTATTTCTCAAGGTGCAGAAGCCATTGTTTTCACAACGACTACTCACCCATATCTCCCA

KA A KA AR AR A AR A A A AR A A A A A A AR A KA I A A A A A KA I A A A A AN A AR A A A AR AR A X kK

AGAGCAAAGGATTCTCATCAAAAGTATATTATCAAATATAGGCCACCAAAGCGTTATAGA

AGAGCAAAGGATTCTCATCAAAAGTATATTATCAAATATAGGCCACCAAAGCGTTATAGA

KAk hkkhk Ak hkhkhhkhk kA hkk A hhkhhhkhhhkhkhk A hkhkrhkhkhhhkhhkhkhkhkrhkhkrhkkhkhkhkhkhkkrhkrkhkkxk*x

CATCCACAAATAGACCAGGCACTAACAAAACATCGTACGTTGAATGAGTCGCGTTTATTG

CATCCACAAATAGACCAGGCACTAACAAAACATCGTACGTTGAATGAGTCGCGTTTATTG

KK AR A AR AR A AR A AR AR A A A A A A A KR A A A I A A A A A KA A A A AR AN A A A A A A AR A AR A XKk

GCCAAATTATACTTGATTCCAGGGCTATGTGTCCCTCAACTGATAGCGTGTGATCCATAC

GCCAAATTATACTTGATTCCAGGGCTATGTGTCCCTCAACTGATAGCGTGTGATCCATAC

KK AR A AR AR A AR A AR AR A A A A AR AR A A A A A A AR A KA AR A AR AR A A AR AR A AR A XKk

AATGGATTCATTTGGTTAGAGTTCCTTGGAGAAGATCTTCCCGGAGGGCACGGTTTTAGT

AATGGATTCATTTGGTTAGAGTTCCTTGGAGAAGATCTTCCCGGAGGGCACGGTTTTAGT

Ak khkhkhkhkhhkhkhk kA hkhkrhhkhhhkhhkhkhkhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkkhkhkhkhkrkrhkrxkhkkxxk*x

AACCTAAAGAACTTCCTTTGGATGCATGACCAAGATCCATATAGTGATCTTGTAGCAACT

AACCTAAAGAACTTCCTTTGGATGCATGACCAAGATCCATATAGTGATCTTGTAGCAACT

kA hkkhkhkhkhhkhkh kA hhkrhhkhhhkhhkhkhhkrhhkrhhkhhhkhkkhkhhkrhkhkrhkhkhkhkhkrkrhkrkkxxk*x

ACACTACGGAAAGTGGGGCGCCAAATTGGGTTGTTGCACTGGAATGACTACTGTCATGGT

ACACTACGGAAAGTGGGGCGCCAAATTGGGTTGTTGCACTGGAATGACTACTGTCATGGT

KA AR A AR AR A AR A AR AR A AR A AR AR A A A A A A AR AR A AR A AR AR A AR A AR AR A A Ak Ak X kK

GATTTGACAAGTTCTAACATTGTTCTCGTGCGAGATGGTGCGAGATGGACGCCTCATTTG

GATTTGACAAGTTCTAACATTGTTCTCGTGCGAGATGGTGCGAGATGGACGCCTCATTTG

Ak hkrkhhkhhkhkhhkhAhhkrhhkhhhkhhkhkhhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkhkhkhkhkrkrhkrkkxk*x

60

60

120

120

180

180

240

240
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300
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360
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420
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RM11-la BUD32

S288C BUD32

RM11-la BUD32

5288C BUD32

RM11-la BUD32

S5288C BUD32

RM11-la BUD32

S288C BUD32

RM11-1a BUD32

S288C BUD32

RM11-1a GON7

$288C GON7

RM11-la GON7

5288C GON7

RM11-1a GON7/

5288C GON7

RM11-1la GON7

5288C GON7

ATTGATTTCGGTCTGGGCTCAGTTTCAAACCTGGTCGAAGATAAAGGCGTCGATTTATAC

ATTGATTTCGGTCTGGGCTCAGTTTCAAACCTGGTCGAAGATAAAGGCGTCGATTTATAC

KA A A A AR AR A AR A A A AR A A A A A A A A A KA A A I A A KA A A A A AN AR AR A A A AR A A A Xk K

GTCTTAGAGAGAGCTATTTTAAGTACACATTCGAAGCATGCGGAAAAATACAATGCTTGG

GTCTTAGAGAGAGCTATTTTAAGTACACATTCGAAGCATGCGGAAAAATACAATGCTTGG

KAk hkhk Ak kA hhkhkhAhkhk A hhkhhkhkhhhkhkh A hkdkrhdkhkhhkhhkrkhkhkrhkdkrhkhkhkhkdkhkhkrhkkxkkxxk*x

ATCATGGAGGGGTTCGAAGAGGTCTATCGTGAACAAGGTGCGAAAGGTGCCAAGAAACTG

ATCATGGAGGGGTTCGAAGAGGTCTATCGTGAACAAGGTGCGAAAGGTGCCAAGAAACTG

Ak hkkhk Ak kA hhkhk kA hkk A hhkhhkhkhhkhkhkhk A hkdkrhhkhkhhkhhkrhkhkrhkhkrhkkhkhkhkhkrkkrhkkrxkkxk*x

AAAGAAGTTACCAAAAGATTCGAAGAGGTCAGGTTGCGTGGTCGTAAGAGAAGTATGCTA

AAAGAAGTTACCAAAAGATTCGAAGAGGTCAGGTTGCGTGGTCGTAAGAGAAGTATGCTA

KK A A A AR AR A AR A AR AR A A A A AR AR AR A I A A A A AR A I A A A A AR A A A AR A A ARk A XKk

GGATAA 786

GGATAA 786

* Kk k kK Kk

ATGAAACTACCGGTAGCACAGTACAGTGCACCAGATGGTGTGGAAAAAAGTTTTGCACCA

ATGAAACTACCGGTAGCACAGTACAGTGCACCAGATGGTGTGGAAAAAAGTTTTGCACCA

Ak hkhkhkhk kA hk A hhkrhkhkrhhkhkhhkhhkhkhhkrhhkrhhkhhhkhhkhkhhkrhkhkrhkkhkrhhkrkxhkkhxhkxk

ATACGCGATGACCCTCGATACATGACCACAGAGGGAAGGACAACTGGGCCCAGTGACCAT

ATACGCGATGACCCTCGATACATGACCACAGAGGGAAGGACAACTGGGCCCAGTGACCAT

Ak hkhkhkhk kA hk Ak hkrhhkrhhkhkhhkhhkhkhhkrhhkrhhkhkhhkhhkhkhhkrhkhkrhkhkrkhkhkrkxhkkxkkxk

GTGCTAAACGCTGGCCAAATCGATAGAGACAAACCTTCAGAACCGGAACGCACAAAAGAT

GTGCTAAACGCTGGCCAAATCGATAGAGACAAACCTTCAGAACCGGAACGCACGAAAGAT

KA AR AR A AR AR A AR A AR A A A AR AKX A A KA A AR A R AR A AR AR A AR A AR AR A A A h X Ak k k) K

GGCTCACAACTGACATACTTAGGCCAGCTGCGCACGCAGCTGACGGGGCTACAGGACGAT

GGCTCACAACTGACATACTTAGGCCAGCTGCGCACGCAGCTGACGGGGCTACAGGACGAT

KA AR AR A AR A AR AR A AR A AR AR A A A AR A AR A KR A AR A AR AR A AR A AR AR A AR AR A AR Ak kK

600

600

660

660

720

720

780

780
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60
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RM11-1a GON7

5288C GON7

RM11-1a GON7

5288C GON7

RM11-la GON7

5288C GON7

RM11l-la KAEl

S288C KAEl

RM11l-la KAE1l

S288C KAEl

RM11l-1la KAE1l

S288C KAEl

RMl11l-la KAEl

S288C KAEl

RM11-1a KAEl

S288C KAEl

RM11-la KAEl

S288C KAELl

ATTAACGAGTTTTTGACAGGAAGAATGGAATTGGCAAAAAATAAGAAGAAAGCCGGCGCA

ATTAACGAGTTTTTGACAGGAAGAATGGAATTGGCAAAAAATAAGAAGAAAGCCGGCGCA

KA A A A R A A A A A A AR A A A A A A AR A KA IR A A A A A KNI A A A A A AR AR AR A A A A Ak A A A,k kK

GACGAGAAGCGGATCCAGGAAGAGATTAATCAGCTATTAGATGGTGGTGATGGTGACGAA

GACGAGAAGCGGATCCAGGAAGAGATTAACCAGCTATTAGATGGTGGTGACGGTGACGAA

Ak hkhkhk kA hkhkAhhkrhkhkrhkhkhkhhkhkhkhkhkkhrkh *hkkhkhkhhkhkhkhhkkhkrhkkhkrhkkhkhrkhkx khxkkhxkkxk

GATGCTGTTTAG 372

GATGCTGTTTAG 372

* Kk k ok k ok ok ok ok ok ok ok

ATGGTCAACTTGAACACTATCCCACCCAAAAATGGCAGGGACTACTACATTGCGCTTGGA 60

ATGGTCAACTTGAACACTATCCCACCCAAAAATGGCAGGGACTACTACATTGCGCTTGGA 60

Ak kA hkhkhkhhkhk kA hkk Ak hkhhhkhhkhkhkhkrhkhkrhkhkhkhhkhhkrhkhkrhkhkrhkkhkhkhhkhkrhkhkrxkhkkxk*x

CTCGAAGGTTCTGCAAATAAACTGGGCGTTGGTATAGTTAAGCATCCGCTTCTGCCTAAA 120

CTTGAAGGTTCTGCAAATAAACTGGGCGTTGGTATAGTTAAGCATCCGCTTCTGCCTAAA 120

KK AR AR AR A A A A AR AR A A A A AR AR A A A I A A A A AR A AR A AR AN AR A A A A AR A AR A XKk

CATGCCAACAGCGATCTATCTTATGATTGCGAAGCTGAGATGCTTTCTAATATTAGAGAC 180

CATGCCAACAGCGATCTATCTTATGATTGCGAAGCTGAGATGCTTTCTAATATTAGAGAC 180

Ak khkhhkhhkhkh kA hhk Ak hkhhhkhhkhkhkhkrhhkrhhkhkhhkhhkhkhhkrhkhkrhkhkhkhkhkrkrhkhkxkkxxk*x

ACATATGTCACACCTCCTGGGGAGGGATTTTTGCCTCGAGACACGGCAAGGCATCACAGA 240

ACATATGTCACACCTCCTGGGGAGGGATTTTTGCCTCGAGACACGGCAAGGCATCACAGA 240

Ak khkhkhkhkhhkhkhkhhAhhkrhhkhhhkhhkhkhhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkkhkhkhkhkhkrhkrkkxk*x

AATTGGTGCATAAGACTCATAAAACAAGCACTGGCCGAAGCTGACATCAAAAACCCGACA 300

AATTGGTGCATAAGACTCATAAAACAAGCACTGGCCGAAGCTGACATCAAAAGCCCGACA 300

KK AR KA AR AR AR A AR AR KA AR A AR AR AR A A A A AR A R A A A A AR AR AR A A AR A, Ak Ak h k%

CTAGACATTGATGTAATTTGCTTTACCAAAGGTCCCGGCATGGGGGCCCCTCTGCATTCA 360

CTAGACATTGATGTAATTTGCTTTACCAAAGGTCCCGGCATGGGGGCCCCTCTGCATTCA 360

AR A AR AR AR A AR A AR AR A AR A AR AR A AR A A A AR AR A AR A AR AR A A AR A AR A A Ak A kX kK

300

300

360

360



RM11-1la KAE1l

S288C KAEl

RM11-1la KAE1l

S5288C KAEl

RM11l-la KAEl

5288C KAEl

RMl11l-la KAEl

S288C KAEl

RM11l-1la KAE1l

S288C KAEL

RM11l-la KAEl

S288C KAELl

RM11l-la KAEl

S288C KAEl

RM11-la KAE1l

S288C KAEl

RM11-la KAE1l

S288C KAEL

GTTGTCATCGCCGCCAGAACGTGCTCCTTACTGTGGGACGTGCCACTGGTGGGAGTAAAC 420

GTTGTCATCGCCGCCAGAACGTGCTCCTTACTGTGGGACGTGCCACTGGTGGGAGTAAAC 420

KA A A A AR AR A A A A A A AR A A A A A A AR A KA I AA I A AR A A A A A AN AR AR A A A A A A A Xk K

CACTGCATTGGTCACATCGAAATGGGGAGAGAAATCACTAAAGCTCAAAATCCTGTGGTA 480

CACTGCATTGGTCACATCGAAATGGGGAGAGAAATCACTAAAGCTCAAAATCCTGTGGTA 480

KAk hkhk Ak hkhkhkhhkhkhAhkhk A hhkhhkhkhhkhkhkh A hkhkrhdkhkhhkhhkrkhkhkrhkdkrhkkhkhkdhkhkrhkkhkxkhkkxxk*x

CTGTATGTAAGTGGTGGAAATACACAGGTTATTGCATACTCGGAAAAAAGGTACCGTATC 540

CTGTATGTAAGTGGTGGAAATACACAAGTTATTGCATACTCGGAAAAAAGGTACCGTATC 540

kA hkkhkhkhkhkhkhkhkhkhkAhkkrhkkhkhhkhkhkkhhkhkh hhkrhkhhhhkhkhkhhkhkrhkkhkrhkhkhkhkhkrkhkrhkkhkrxkhkkxxkhk*x

TTTGGTGAAACGCTTGATATTGCTATCGGTAATTGTCTTGATAGATTTGCAAGAACTCTG 600

TTTGGTGAAACGCTTGATATTGCTATCGGTAATTGTCTTGATAGATTTGCAAGAACTCTG 600

KK A A A AR AR A AR A AR AR A A A A AR AR A KRR I A A A A AR AR A A A A AR A A A A AR A AR A XKk

AAGATACCTAATGAGCCCTCGCCTGGCTACAACATCGAGCAGTTAGCTAAAAAAGCCCCT 660

AAGATACCTAATGAGCCCTCGCCTGGCTACAACATCGAGCAGTTAGCTAAAAAAGCCCCT 660

KK AR A AR AR A AR A AR AR A A A A A A AR A A AR A AR AR A IR A A A AN A A AR AR A AR A XKk

CACAAAGAAAACTTGGTAGAACTTCCCTATACAGTAAAGGGGATGGATCTTTCGATGAGT 720

CACAAAGAAAACTTGGTAGAACTTCCCTATACAGTAAAGGGGATGGATCTTTCGATGAGT 720

kA hk kA hkhkhhkhkhk kA hhkrhhkhhhkhhkhkhkhkrhhkrhhkhkhhkhhkhkhhkrhkhkrhkhkhkhkhkhkrhkrxkhkkxxk*x

GGTATATTGGCTTCCATCGATTTACTTGCCAAGGATCTATTTAAGGGCAATAAGAAAAAT 780

GGTATATTGGCTTCCATCGATTTACTTGCCAAGGATCTATTTAAGGGCAATAAGAAAAAT 780

Ak hkhkhkhkhhkhkh kA hhkrhhkhhhkhhkhkhhkrhhkrhhkhhkhkhhkhkhhkrhkhkrhkkhkhkhkhkhkrhkrxkkxk*x

AAGATCCTATTCGACAAGACAACGGGCGAGCAAAAAGTCACTGTAGAGGATCTTTGCTAC 840

AAGATCCTATTCGACAAGACAACGGGCGAGCAAAAAGTCACTGTAGAGGATCTTTGCTAC 840

KA A AR AR AR A AR A AR AR A AR A AR AR A A A A A A AR A KA AR A AR AR A AR A AR AR A A A ARk XKk

TCTCTGCAAGAGAACCTATTCGCCATGCTAGTTGAAATAACAGAAAGAGCTATGGCTCAC 900

TCTCTGCAAGAGAACCTATTCGCCATGCTAGTTGAAATAACAGAAAGAGCTATGGCTCAC 900

kA hkhkrkhhkhhkhkhhkhAhhkrhhkhkhhkhhkhkhhkrhhkrhhkhkhhkhkhkhhkrhkhkrhkhkhkhkhkhkrhkhkrkkxk*x



RM11-1la KAE1l

5288C KAEl

RM11l-la KAEl

5288C KAEl

RM11l-la KAEl

S288C KAEl

RM11l-1la KAE1l

S288C KAEl

RM11l-la KAE1l

S288C KAEL

RM11l-la PCCl

$288C PCCl

RM11l-la PCCl

$288C PCCl

RM11-1la PCC1

$288C PCCl

RM11-1la PCC1

$288C PCC1l

GTTAACTCCAATCAAGTTTTGATCGTAGGCGGTGTTGGTTGTAACGTGCGATTACAAGAG 960

GTTAACTCCAATCAAGTTTTGATCGTAGGCGGTGTTGGTTGTAACGTGCGATTACAAGAA 960

KA A KA AR AR AR A A A A AR A A A A A A AR A A A A A A AR AR AR A A A A A AR A A A A ARk A A,k

ATGATGGCGCAAATGTGTAAAGACAGGGCCAATGGGCAAGTACATGCTACAGATAATAGG 1020

ATGATGGCGCAAATGTGTAAAGACAGGGCCAATGGGCAAGTACATGCTACAGATAATAGG 1020

KAk hkkhk Ak kA hhkhk kA hkhk A hhkhhhkhhhkhkhrhkhkrhhkhhhkhkhkhkhkhkrhkdkrhkkhkhkhkrkrhkxkkxk*x

TTTTGTATCGATAACGGAGTTATGATTGCCCAAGCAGGACTACTAGAGTATAGAATGGGT 1080

TTTTGTATCGATAACGGAGTTATGATTGCCCAAGCAGGACTACTAGAGTATAGAATGGGT 1080

KAk hkkhk Ak kA hhkhk kA hkhk A hhkhhhkhhhkhkhk A hhkrhhkhkhhkhhkrkhkhkrhkhkrhkhkhkhkhkhkrhkhkxkkxk*x

GGGATCGTGAAGGACTTTTCTGAAACTGTTGTTACGCAGAAATTCAGAACCGATGAAGTA 1140

GGGATCGTGAAGGACTTTTCTGAAACTGTTGTTACGCAGAAATTCAGAACCGATGAAGTA 1140

KA AR A AR AR A A A A AR AR A A A A A A AR A KA I A A AR AR A I A A A A AN A A A A A AR A A A A XKk

TACGCAGCCTGGCGTGATTAA 1161

TACGCAGCCTGGCGTGATTAA 1161

krkhkkhkrhkkrkhkhkhkkhkkkkxkkxk*k

ATGACAAGCAAACGGGAAAAGTCACTGGATCACACATTGTAAGTAGAAGCAGTTTTTCAA

ATGACAAGCAAACGGGAAAAGTCACTGGATCACACATTGTAAGTAGAAGCAGTTTTTCAA

Ak hkhkhkhk kA hhk Ak hkrhkhkrhhkhkhkhkhhkhkhhkrhkhkrhhkhkhhkhhkhkhhkrhkhkrhkkhkhkhkhkrhkkhkkxkkxk

TGGGAAGACCGCACTGCATAGTTTACTAACTATTTAAACTTTCCAAACATTAGAGAACTA

TGGGAAGACCGCACTGCATAGTTTACTAACTATTTAAACTTTCCAAACATTAGAGAACTA

Ak hkhkhkhk kA hk Ak hkrhhkhhhkhkhhkhhkhkhhkrhhkrhhkhkhhkhhkhkhhkrhkhkrhkhkrkhkhkrkkhkkxhkxk

AAGATACCGTTTGAAACGGAGCGACAAGCGACCATAGCAACCAAAGTCCTATCTCCGGAC

AAGATACCGTTTGAAACGGAGCGACAAGCGACCATAGCAACCAAAGTCCTATCTCCGGAC

KA AR AR A AR A A A AR A AR A AR AR A AR A KA A AR AR A AR A AR AR A AR A A A AR AR AR A AR Ak kK

CCGATTTTGAAGCCACAAGATTTTCAAGTAGACTACAGTTCCGAGAAAAATGTCATGCTA

CCGATTTTGAAGCCACAAGATTTTCAAGTAGACTACAGTTCCGAGAAAAATGTCATGCTA

hhkhkhkhkhk kA hkhk Ak hkrhkhkrhhkhkhhkhhkhkhhkrhhkrhhkhkhhkhkhkhhkrhhkrhhkrkhkhkrhkkhkkxkkxk

60

60

120

120

180

180

240

240



RM11-1a PCC1

5288C PCC1l

RM11l-la PCCl

5288C PCC1l

GTCCAGTTCAGAAGCATTGATGATAGGGTGCTTCGAGTGGGAGTTAGCAGTATCATAGAC

GTCCAGTTCAGAAGCATTGATGATAGGGTGCTTCGAGTGGGAGTTAGCAGTATCATAGAC

KA AR AR A A A A A A AR AR A A A A AR A KA IR A A A A KA I A A A A AN AR AR A AR A A Ak A A A,k kK

AGTATCAAAACCATTGTGGAAGCCATGGACGTTCTATCATAA 342

AGTATCAAAACCATTGTGGAAGCCATGGACGTTCTATCATAA 342

hhkhkhkhkhk kA hkhkAhkhkrhkhkrhhkhkhkhAhkkrhkkhkrhkhkrhkkhkhkkhkxkk*x

300

300



