
1 CCTAGCTGGCTGCATTCTCTACAAAAATCAGTAGGAGTTATTTATTGGTTTTCTCCTTTTGCCCGTCTGTCTATATACCCCCTCATTTACTTTGCAATAA 100

1 CCTAGCTGGCTGCATTCTCTACAAAAATCAGTAGGAGTTATTTATTGGTTTTCTCCTTTTGCCCGTC--------------------------------- 67

101 TTATTTTTGTGTGCATTTTTAGTGTTGCCTATTTATACCTGAGCAATATATATGTTTGCTAAATCTTTTTTTCTGCTTATGGGACTATTACATCCTTGGT 200

67 ---------------------------------------------------------------------------------------------------- 67

201 AAAGGTGAACTTTGTGCCTATAGTTTTCCTATCCAAATGTAATGGTCAGTCATTATGTTAGAAGGATCTAGCTGTTTTGTTGCAGAGCAAAAAGGCACGG 300

67 ---------------------------------------------------------------------------------------------------- 67

301 AAATAAAGCACAAACCCAATACACTATTTTGGGATTCAGCCGAATCCTTCATAAAAGATTTGGCCGAATTCTGAACTGAATCTGCAAGGATGGTGTTGCC 400

67 ---------------------------------------------------------------------------------------------------- 67

401 TTCCTTGTATGTGTGACCAGAGGTCACATCATTTTTAGTATCCAGATTTGTCCAAATCCTGCTGAAAAAAGGCAGAATCCGTAACCAAATCCTGGATTCG 500

67 ---------------------------------------------------------------------------------------------------- 67

501 GTGCATCCCTAAATGAGATGCACTGTATCAGATATATTAGAGGCTTTAACTACCATTTTAACATAATGACTGTTCATTTTGATGTATTATTTTCTGTTTG 600

67 ---------------------------------------------------------------------------------------------------- 67

601 TTTTTGTCTCCAGTATAGTGAGTACCCAGCTGCCCCCTTCAATCACTTCCAAGATATTGATTCAGAGGGTTGGTCTTGTTCAAAGTGTAAGTATCTCAAA 700

67 ---------------------------------------------------------------------------------------------------- 67

701 GTGCTAATATAAAGTTAAAAACCATTTTATTGAGAGGACCTGTCACTATTCTTAAATATCATTTAAACTGTGGTAGATGTTTAACATGTCATAAGCACAG 800

67 ---------------------------------------------------------------------------------------------------- 67

801 CTGCAAAAGTTGGTTGGTTGTTTGCAGAAAGCACCCAGGAAATCAGATGATTGTGAGGCTAGATGATGAGTTTGTCCTTCATTTTTTTTCCTTTAACATA 900

67 ---------------------------------------------------------------------------------------------------- 67

901 GCAAATAAAATACACAGATGCCAAGAGTTGTATGTCATTGTCATCATCATACTAGAAGTTAATTATTGAAGCTATTGTCACCTTACTAGTACTGTCTAAT 1000

67 ---------------------------------------------------------------------------------------------------- 67

1001 CCTTGAATTCTGTATTCTCCTTTTCAGCCATCATCTGTGAACAATCAGGGTAAGAACCTAATTGAAATTAAGACTAATATAAAAGAAAAGTTTGTTCTAA 1100

67 ---------------------------------------------------------------------------------------------------- 67

1101 TATATTTTATTCCATTTCTAATTTTGATGTTGCAACGTAGCACTTATCCTACTGTCTGGAGTTTTCACAAACACTTGTATTGTGTCGCCACTTAATCCCC 1200

67 ---------------------------------------------------------------------------------------------------- 67

1201 TTTAGGAATTCCCCTTCCTCTTTCTGTTGCTATACGTTAAAGGGATACTGTCATGGGAAAAATTTTTTTTTCAAAATGAATCAGTTAATAGTTCTGCTCC 1300

67 ---------------------------------------------------------------------------------------------------- 67

1301 AGTAGAATTCTGCACTGAAATCCATTTCTCAAAAGAGCAAACAGATTTCTTTTATATTCAGTTTTGAAATCTGACATGGGGCTAGACATATTGCCAATTT 1400

67 ---------------------------------------------------------------------------------------------------- 67

1401 CCCAGCTGCCCCAAGTCATGTGACTTGTGCTCTGATAAACTTCAATCACTGTTTACTGCTGTACTGCAAGTTGGACTGATATCACCCCTCCCTTTTCCCC 1500

67 ---------------------------------------------------------------------------------------------------- 67

1501 CTCAGCAGCCAAACAAAAGAACAATGGGAAGGTAACCAGGTAACAGCTCCCTAACACAAGGTAACAGCTGCCTGGTAGATCTAAGAACAACACTCAATAG 1600

67 ---------------------------------------------------------------------------------------------------- 67

1601 TAAAAACCCATGTCCCACTGATACACATTCAGATACATTAAGAAGGAAAAACAGCAGCCTGCCAGAAAGCATTTCTCTCCTAAAGTGCAGGCACGAGTCA 1700

67 ---------------------------------------------------------------------------------------------------- 67

1701 CATGACATGGGGCAGCTGTGAAATTGACAAAATGACTAGCCCCATGTCAGATTTTAAAAATGAATATAAAAAAATCTGTTTGCTCTTTTGAGAAATGGAT 1800

67 ---------------------------------------------------------------------------------------------------- 67

1801 TTCAGTACAGAATTCTGCTGGAGCAGATCTATTAACTGATTCATTTTGAAAAAATTTTTTTTCCCATGACAGTATCCCTTTAAGTTTTCAAAACAATGAA 1900

67 ---------------------------------------------------------------------------------------------------- 67

1901 CACAAGGAATGTGTGTGCAACAGGTGTGTGACCAACTGCATGAATAATTCTGTCATTTGAGAGTTTTCTGCTATATTCACACCCGCCGCATATAATGTGT 2000

67 ---------------------------------------------------------------------------------------GCATATAATGTGT   80

2001 CGTCTGCTTAATTTGCCAGTTTTTGATATTAGTTATAGCAGAAGGCTACTTCTAAACATATTATTCTATAGATAGTCTGTATACCCAAACAGATGTTTTT 2100

81 CATCTGCTTAATTTGCCAGTTTTTGATATTAGTTATAGCAGAAGGCTACTTCTAAACATATTATTCTATAGATAGTCTGTATACCCAAACAGATGTTTTT 180

2101 GGTATTTATTTACTGTAAATCTGTCAGGCTACTTTTGTAGACAGTGATATAAGCAACAGTTTAAAGGAACATTTCCCATTTTAAGTCATTTCTGATAAGG 2200

181 GGTATTTATTTACTGTAAATCTGTCAGGCTACTTTTGTAGACAGTGATATAAGCAACAGTTTAAAGGAACATTTCCCATTTTAAGTCATTTCTGATAAGG 280

2201 ATGACAGGCTTCCCTTGCAGTCATATGGCTTCCAAATCCCAGTAGGTATGTTTGTATGTTGATTATAGATTTATATGGCTATTAAAATTGTCCATGTGCT 2300

281 ATGACAGGCTTCCCTTGCAGTCATATGGCTTCCAAATCCCAGTAGGTATGTTTGTATGTTGATTATAGATTTATATGGCTATTAAAATTGTCCATGTGCT 380

2301 TGGCACCCATTTTCTGTTTATTACACACATATGTGGTTTTATGCAAATCTGTTATCCAGTTTCCAGATGGCCCCTTGAAGATATATTTTTAAATGGGTCT 2400

381 TGGCACCCATTTTCTGTTTATTACACACATATGTGGTTTTATGCAAATCTGTTATCCAGTTTCCAGATGGCCCCTTGAAGATATATTTTTAAATGGGTCT 480

2401 GACAAATGTTCTATAAATGGAGAGACCATATTTTCTTATATAACTTGCTTCTCATTTCTCATTGTGTTGCTCAGATGCAGAGTTACCCCAGGATGTC 2497

481 GACAAATGTTCTATAAATGGAGAGACCATATTTTCTTATATAACTTGCTTCTCATTTCTCATTGTGTTGCTCAGATGCAGAGTTACCCCAGGATGTC 577

Fig. S1. DNA sequencing of hps4.L gene between exons 6 and 9 in X. laevis.
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