Figure S4. MFP2 genomic DNA alignment. An alignment produced with Clustal Omega (Goujon
et al., 2010; Sievers et al., 2011). cDNA identity for each row and total length in basepairs is
provided in the right column. An alternate potential ZK596.2 reading frame starting 92 bp

downstream from the conserved start codon is shown in ZK596.2alt.

nsph-4.3 = —o oo oo 0

nsph-4.1 ATGGCGCCGAAGCCGAATCCGCCACCAAAAGAAGACACAT-GGGCTTTCCAGCCGATTGG 59
nsph-4.2 ATGGCGCCGAAGCCGAATCCGCCACCAAAAGAAGACACAT-GGGCTTTCCAGCCGATTGG 59
ZK546.7 ATGACGCCGAAGCCGAATCCGCCACCAAAAGAAGACACATGGAGCGTTCCAGCCTATTGG 60
ZK546.7alt oo m o e 0

nsph-4.3 = —o oo 0

nsph-4.1 TTCACCGTTCCCGCCGAGTCCTGTCAAATGTATGGGAGAGCAGAACATGTATGTTGCTCT 119
nsph-4.2 TTCACCGTTCCCGCCGAGTCCTGTCAAATGTATGGGAGAGCAGAACATGTATGTTGCTCT 119
ZK546.7 ATCCCCATTTCCGCCGAGCCCCGTCAAGTGTATGGGAGAGCAGAACATGTATGTGGCTCT 120
ZK546.7alt @ @ —mmmmmmmmmmmmmmm e ATGGGAGAGCAGAACATGTATGTGGCTCT 29
nsph-4.3 = —o oo 0

nsph-4.1 CTGGTACAAACATGGTAAACCAATTCATGGACGTTCCTGGAACAACGGAGGAGTGGTTGA 179
nsph-4.2 CTGGTACAAACATGGTAAACCAATTCATGGACGTTCCTGGAACAACGGAGGAGTGGTTGA 179
ZK546.7 CTGGTACAAACATGGCAAGCCAATTCATGGGCGTTCCTGGAATAACGGAGGAGTCGTTGA 180
ZK546.7alt CTGGTACAAACATGGCAAGCCAATTCATGGGCGTTCCTGGAATAACGGAGGAGTCGTTGA 89
nsph-4.3 = —ommm oo 0

nsph-4.1 ATGCTCATTCCCATACAAGCAGGCAGAGTTGACGACCAAGCAACAGCTCGAGGGACAAAT 239
nsph-4.2 ATGCTCATTCCCATACAAGCAGGCAGAGTTGACGACCAAGCAACAGCTCGAGGGACAAAT 239
ZK546.7 ATGCTCCTTCCCATACAAGGAGGCAGAGTTGACGACCAAGCAACAGCTCGAAGGACAAAT 240
ZK546.7alt ATGCTCCTTCCCATACAAGGAGGCAGAGTTGACGACCAAGCAACAGCTCGAAGGACAAAT 149
nsph-4.3 = —omm oo 0

nsph-4.1 TCAGGTGCTCCAGTATGTCGGAGATCACAACAACCAAGGATTCTGGTATGAATGGATCAA 299
nsph-4.2 TCAGGTGCTCCAGTATGTCGGAGATCACAACAACCAAGGATTCTGGTATGAATGGATCAA 299
ZK546.7 CCAGGTTCTGCAGTATGTTGGAGATCACAACAACCAAGGATTCTGGTATGAATGGATCAA 300
ZK546.7alt CCAGGTTCTGCAGTATGTTGGAGATCACAACAACCAAGGATTCTGGTATGAATGGATCAA 209
nsph-4.3 = —o oo oo 0

nsph-4.1 ATACAAGGATCGTATTGAGAAGATCGACGACAAACATCAACTTGTTCGCTGTGGAGATTC 359
nsph-4.2 ATACAAGGATCGTATTGAGAAGATCGACGACAAACATCAACTTGTTCGCTGTGGAGATTC 359
ZK546.7 ATACAAGGATCGCATTGAGAAGATCGATGACAAGCATCAACTTGTTCGTTGTGGGGATTC 360
ZK546.7alt ATACAAGGATCGCATTGAGAAGATCGATGACAAGCATCAACTTGTTCGTTGTGGGGATTC 269
nsph-4.3 = —omm oo 0

nsph-4.1 GTTCCCAATCTTCTGGAAGAGAAAGGAAGGCAATCTTCTTGGATACGTTGACAATAAGAC 419
nsph-4.2 GTTCCCAATCTTCTGGAAGAGAAAGGAAGGCAATCTTCTTGGATACGTTGACAATAAGAC 419
ZK546.7 TTTCCCAATCTTCTGGAAGAGAAAGGAAGGAAATCTCCTTGGATACGTCGACAACAAGAC 420
ZK546.7alt TTTCCCAATCTTCTGGAAGAGAAAGGAAGGAAATCTCCTTGGATACGTCGACAACAAGAC 329
nsph-4.3 = —omm oo 0

nsph-4.1 GGAGGAAGGATGGTTCTCGTTCAATGGCAAGGTGATCAAACAAGTCGGTCCACAGTTGAA 479
nsph-4.2 GGAGGAAGGATGGTTCTCGTTCAATGGCAAGGTGATCAAACAAGTCGGTCCACAGTTGAA 479
ZK546.7 AGAGGAAGGATGGTTCTCGTTCAACGGAAAAGTGATCAAACAAGTCGGACCACAGTTGAA 480

ZK546.7alt

AGAGGAAGGATGGTTCTCGTTCAACGGAAAAGTGATCAAACAAGTCGGACCACAGTTGAA 389
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TGAAATGTACATCATCACTCGCAACTGCATCGGAGGACCACCACACTGCGAATGCGAGAA 539
TGAAATGTACATCATCACTCGCAACTGCATCGGAGGACCACCACACTGCGAATGCGAGAA 539
TGACATGTACATCATCACTCGTAACTGCGTCGGAGGACCACCATACTGCGAGTGTGAGAA 540
TGACATGTACATCATCACTCGTAACTGCGTCGGAGGACCACCATACTGCGAGTGTGAGAA 449

————————————————————————————————————— ATGTATGGGAGAGCAGAATATG- 22

CTGTCCTAAACCACCACCACCACCACCAATCCCACCACCGGGCCCACCACCACCACGTGT 599
CTGTCCTAAACCACCACCACCACCACCAATCCCACCACCGGGCCCACCACCACCACGTGT 599
CTGTCCGAAGCTTCCGCCACCACCACCAATCCCACCACCGGGCCCACCACCACCACGTGT 600
CTGTCCGAAGCTTCCGCCACCACCACCAATCCCACCACCGGGCCCACCACCACCACGTGT 509

* * k% * * K

-T-AACTGGCTCTCTGATGCAAAAATGGAAAGCCAATCCATGGACGTTCCTGGAA----C 76
CATACACGACGAATGGATCGATATCCGAGAGGGAGATCCATGGCCTACTCGCAAGCTTGT 659
CATACACGACGAATGGATCGATATCCGAGAGGGAGATCCATGGCCTACTCGCAAGCTTGT 659
CATGCACGACGAATGGATCGACATCCGCGAGGGAGATCCATGGCCAACTCGCAAGCTTGT 660
CATGCACGACGAATGGATCGACATCCGCGAGGGAGATCCATGGCCAACTCGCAAGCTTGT 569

*  x * kK * K * *x X KKk KkKkkhkKkkKk K * *

ACCGGAGGAGTTGTCGAGTGCTCGTTCCCATACAGGAGTTAGCGCCGATCAGTATGTTGC 136
TCAAGCTTTGGATAAGTCTTTGGATACTCTTCCAGGAGTCAGTGCCGATCAATATGTTGC 719
TCAAGCTTTGGATAAGTCTTTGGATACTCTTCCAGGAGTCAGTGCCGATCAATATGTTGC 719
TAAAGCTTTGGACAAATCCTTGGACACCCTTCCAGGAGTCAGTGCAGATCAGTATGTTGC 720
TAAAGCTTTGGACAAATCCTTGGACACCCTTCCAGGAGTCAGTGCAGATCAGTATGTTGC 629

* * Kk Kk kK Ak kkkkhkk kk kk kkkhkkk KAAkkkkhkkkk

CTTGTGGTACATGCAGGGTGAACCTGCCATGGGTCGTGATTTATATCGAGGGAGGAAAGG 196
CTTGTGGTACATGCAGGGTGAACCTGTTATGGGTCGTGTCTGGA-ATGAGGGAGGAAAGG 778
CTTGTGGTACATGCAGGGTGAACCTGTTATGGGTCGTGTCTGGA-ATGAGGGAGGAAAGG 778
CTTGTGGTACATGCAGGGTGAACCTGTCATGGGTCGTGTTTGGA-ATGAGGGAGGAAAGG 779
CTTGTGGTACATGCAGGGTGAACCTGTCATGGGTCGTGTTTGGA-ATGAGGGAGGAAAGG 688

KAKRKAAKRA A KAk AR AN A AKX Ak A A Xk Kk k)% KAk Kk kK Khkk*K * kAR KAk Kk kKK Kk KKk

TTGCAGCCAACTTCTCTTGGTTCAACAACGATTACTGCAAGAGCGTTGGTTCCATTCAGT 256
TTGCTGCCAACTTCTCTTGGTTCAACAACGAATACTGCAAGAACGTTGGATCCATTCAAT 838
TTGCTGCCAACTTCTCTTGGTTCAACAACGAATACTGCAAGAACGTTGGATCCATTCAAT 838
TTGCCGCCAACTTCTCTTGGTTCAACAATGAATATTGCAAGAACGTTGGCTCCATTCAGT 839
TTGCCGCCAACTTCTCTTGGTTCAACAATGAATATTGCAAGAACGTTGGCTCCATTCAGT 748

KAKKk KAXRKAKNAIAKAAAAAAA AR AAA XA, K*K* K K%k *hk khhkk *x *hkk khkk*k (), kk k) k*x*x *

TGCTTGTACGTCTCGGACCACAGGTTGTTGGACACGAGTATGGATGGATTCCATTCCCAG 316
TGCTTGTTCGTCTTGGACCACACGTCGTTGGATACGAGTATGGATGGATTCCATTCCCAG 898
TGCTTGTTCGTCTTGGACCACACGTCGTTGGATACGAGTATGGATGGATTCCATTCCCAG 898
TGCTCGTCCGTCTCGGACCACACGTCGTTGGATACGAATATGGTTGGATTCCATTCCCAG 899
TGCTCGTCCGTCTCGGACCACACGTCGTTGGATACGAATATGGTTGGATTCCATTCCCAG 808

KAk k Kk Kkhkhkkhkk KAhkAkhkhkkhAkhkk kk KAAkhkkhkkhk *Akkhkk hAhkAhkhkk KAhAkkAkAkAkAXAAAhAk AKXk kK

AACCTGCCAACTTCGATGCTGGAAAAATCTGGAAGCCAGTGCACGTTAACAATCACAAGG 376
AAGCTGCCAACTTTGATGCTGGAAAGATCTGGAAGCCAGTTCACGTTAACAACCACAAGG 958
AAGCTGCCAACTTTGATGCTGGAAAGATCTGGAAGCCAGTTCACGTTAACAACCACAAGG 958
AAGCTGCAAACTTCGACGCTGGAAAGATCTGGAAGCCAGTGCACGTCAACAACCACAAGG 959
AAGCTGCAAACTTCGACGCTGGAAAGATCTGGAAGCCAGTGCACGTCAACAACCACAAGG 868

Kk Kkhkkk Kkhkhkkhkk Ak hAAkAAkKAAAkA KAAAAAAAXAAAAA KAk *Akkhkkk kkhkhkk k k*hkkkkkk*x

GAGACATCTCTTTTGGAGTCGTTAACCTCCCATGTGAAAAGCAAATCTTTGCCAAAGTCG 436
GAGACATCTCAGTTGGAGTCGTTAACCTGCCAGGCGGAAAACAGATCCTTGCCAAGGTTG 1018
GAGACATCTCAGTTGGAGTCGTTAACCTTCCAGGCGGAAAACAGATCCTTGCCAAGGTTG 1018
GAGATATTTCTGTTGGAGTGGTTAACCTTCCAGGCGGAAAGCAGATCCTTGCCAAGGTCG 1019
GAGATATTTCTGTTGGAGTGGTTAACCTTCCAGGCGGAAAGCAGATCCTTGCCAAGGTCG 928

K*kkhkkk Kk k%X KAk khkkhkhkk KAhkhkkhkkhkkk Kk K*hkk Kk Kk K*kk kk Kkk kkhkkkkhkkk k) *
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ATGTTCGTAACGAGTCTTATGGATATGGTAACCAAGGAAAGGAACACTCGGCTCGTGGAC 496
ATGTTCGCAACGAGTCGTACGGATATGGTTACCAAGGAAAGGAACACTCGGCTCGTGGAC 1078
ATGTTCGCAACGAGTCGTACGGATATGGTTACCAAGGAAAGGAACACTCAGCTCGTGGAC 1078
ATGTTCGCAACGAGTCGTACGGATACGGTTATCAAGGAAAGGAGCACTCGGCTCGTGGAC 1079
ATGTTCGCAACGAGTCGTACGGATACGGTTATCAAGGAAAGGAGCACTCGGCTCGTGGAC 988

KAk khkKhhkk KAhkhAkkhkhkhkk Kk *k *hkkhkhkk KAk Kk FAAkAAkAkAkhkkAkhAkk KAk kk KArAkkAkhkkkkkkk

CAGCTTGTGCATCCAGCGTCAGTATTCTTTGCCGCAAGGCTTTGCCAGGATACCAACTCG 556

CAGCTTGTGCCTCCAGTGTCACAGTTCTTTGCCGCAAGGCATTGCCAGGATACACCCTCG 1138
CAGCTTGTGCCTCCAGTGTCACAGTTCTTTGCCGCAAGGCATTGCCAGGATACACCCTCG 1138
CTGCTTGTGCTTCGAGTGTCACTGTTCTTTGCCGCAAGGCTCTCCCAGGATACCAACTCG 1139
CTGCTTGTGCTTCGAGTGTCACTGTTCTTTGCCGCAAGGCTCTCCCAGGATACCAACTCG 1048

Kk kkkkAhkkkk kk kk kkk*k KAkKkkAkKkAkXAk ARk Kk Khk k% * Ak kk Kk Kk kK * Kk Kk Kk

AGGGATAG 564

ACGGATAG 1146
ACGGATAG 1146
ACGGATAG 1147
ACGGATAG 1056

* kk kKKK



