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Supplementary File 7

BLASTN alignment of the P. marinus Hmx homeobox containing gene model
(PMZ_0038761-RA, Query) on scaffold_00813 with the P. marinus Hmx locus (Sbjct)
of scaffold_00015. See Materials and Methods for more details.

Identity= 2448/2455 (99.71%) , Positive= 2448/2455 (99.71%)
Query Matches 1 to 2448 Hit Matches = 7402804 to 7400350

Query: 1 ATGACGGACAAGCAGTCCCCGCCGTGTAGCGCGGCGCCCAAGTTCAGCATCCAGCGCATC 60
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e et

Sbjct: 7402804 ATGACGGACAAGCAGTCCCCGCCGTGTAGCGCGGCGCCCAAGTTCAGCATCCAGCGCATC 7402745

Query: 61 CTGGGCACGGACCTGGCCGACTCGTGCAGGAGACCGAGCCAAGGCGCCATCAAGGGCGAC 120
FEEEEEEEEr e et e e e e e e e e e e e e e e e et e e e et

Sbjct: 7402744 CTGGGCACGGACCTGGCCGACTCGTGCAGGAGACCGAGCCAAGGCGCCATCAAGGGCGAC 7402685

Query: 121 GCGTGGAGAGGCTTCCCGCTGTCCGCGGCCGGCGTCGACCTGTCCCTGTTCTCGTCGAGC 180
FEEEEEEEEr e et e e e e e e e e e e e e e e e et e e et

Sbjct: 7402684 GCGTGGAGAGGCTTCCCGCTGTCCGCGGCCGGCGTCGACCTGTCCCTGTTCTCGTCGAGC 7402625

Query: 181 AACGGCCCCCACTACGCGGCGGGCGCGAGGGAGGCGCTCTGCGGGTGTAAGAAGAAGAAG 240
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e e e

Sbjct: 7402624 AACGGCCCCCACTACGCGGCGGGCGCGAGGGAGGCGCTCTGCGGGTGTAAGAAGAAGAAG 7402565

Query: 241 CGGCTCCAGGGAGCGACAGCCCCCGGACGGTGCCGCCCCGGGCAGGCGGCGGACATCGAG 300
FEEEEEEEEr e e e e e e e e e e e e e e e e e e e e e e ey

Sbjct: 7402564 CGGCTCCAGGGAGCGACAGCCCCCGGACGGTGCCGCCCCGGGCAGGCGGCGGACATCGAG 7402505

Query: 301 GCGCTCGTGTCGCCCGCGTCAAGCGTCTCGTCTGACGGTAAGGTGGGGGGGGG-CAGAGC 360
FEEEEEEEEr e e e e e e e e e e e e e e e e e e e et

Sbjct: 7402504 GCGCTCGTGTCGCCCGCGTCAAGCGTCTCGTCTGACGGTAAGGTGGGGGGGGGGCAGAGC 7402445

Query: 361 AGAGCGCCAGGCTGGTTTGTTGTGATGCTGCTGCTGCTGCTGTCGATGTCGGCTACAACA 420
FEEEEEEErr e et e e e e e e e e e e e e e e e e e e e et

Sbjct: 7402444 AGAGCGCCAGGCTGGTTTGTTGTGATGCTGCTGCTGCTGCTGTCGATGTCGGCTACAACA 7402385

Query: 421 ATAGTAACGGTAGCAGCGGCTGCGTTGAGCAAAGCTGAAGGATCCAGCAATGACCACCAA 480
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e e e e

Sbjct: 7402384 ATAGTAACGGTAGCAGCGGCTGCGTTGAGCAAAGCTGAAGGATCCAGCAATGACCACCAA 7402325

Query: 481 CAGCCACCACCACCACCAATGCGAATAAGACCCCCCCCC-TACCCACCACTCTTAACAAT 540
FEEEEEEErr e e e e e e e e e e e e et e e e e e e et

Sbjct: 7402324 CAGCCACCACCACCACCAATGCGAATAAGACCCCCCCCCCTACCCACCACTCTTAACAAT 7402265

Query: 541 AGCTATCAGCAACACTAACTACCGGCATTGACATTATCAACACCACCACTAGCGCCACCA 600
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e et

Sbjct: 7402264 AGCTATCAGCAACACTAACTACCGGCATTGACATTATCAACACCACCACTAGCGCCACCA 7402205

Query: 601 CCAACGGCCAACCAAAACACCACCAACAACTACAACAAAACACCAATACTGTAACAAGAA 660
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e e et

Sbjct: 7402204 CCAACGGCCAACCAAAACACCACCAACAACTACAACAAAACACCAATACTGTAACAAGAA 7402145

Query: 661 CCATCATCACCATTAAATAAACAATAGCCACCGCCACCAACAACTAATATCAAAAACCAC 720
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e et

Sbjct: 7402144 CCATCATCACCATTAAATAAACAATAGCCACCGCCACCAACAACTAATATCAAAAACCAC 7402085

Query: 721 CAACAGCCATCAACAACAATAACCAGCAGCAGTAGCAACACCACTACAACCATCACCACC 780
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e et

Sbjct: 7402084 CAACAGCCATCAACAACAATAACCAGCAGCAGTAGCAACACCACTACAACCATCACCACC 7402025

Query: 781 AAGGCTCTCGGGATCGCCCGGTTGTAGTAACAGCAGTAGCGGACCCGTGTCAAGTAGATT 840
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e et

Sbjct: 7402024 AAGGCTCTCGGGATCGCCCGGTTGTAGTAACAGCAGTAGCGGACCCGTGTCAAGTAGATT 7401965

Query: 841 GACCATTGCTCCACACCCAAGTCTAGTTTATGGTCAGTATAATTGCATTGCCCACGTGGA 900
FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e et

Sbjct: 7401964 GACCATTGCTCCACACCCAAGTCTAGTTTATGGTCAGTATAATTGCATTGCCCACGTGGA 7401905

Query: 901 TAACTCGATGTAGCCACTCGCAGTGCTGATTTGACAGGTGTGCCAATAATTAACCAACAC 960
FEEEEEEEEE e et e e e e e e e e e et e e e e e e e e e et

Sbjct: 7401904 TAACTCGATGTAGCCACTCGCAGTGCTGATTTGACAGGTGTGCCAATAATTAACCAACAC 7401845

Query: 961 GGTCGGCCAGTTAAGCGTCTGCCGGTTAAGAGTGAACAGGTTTATGGAGCAAATAGATAG 1020
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Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:

Sbjct:

7401844

1021

7401784

1081

7401724

1141

7401664

1201

7401604

1261

7401544

1321

7401484

1381

7401424

1441

7401364

1501

7401304

1561

7401244

1621

7401184

1681

7401124

1741

7401064

1801

7401004

1861

7400944

1921

7400884

1981

7400824

2041

7400764

2101

7400704

GGTCGGCCAGTTAAGCGTCTGCCGGTTAAGAGTGAACAGGTTTATGGAGCAAATAGATAG

AAGTGATGTTATAAACGAGTGAATAAACACAATGTCATGGGTGTACTTTTTGTAGTTAAG

Frrrrrrrrrrerrrrrrrrrrrrrerrrrrr e e e e e e e e e e e
AAGTGATGTTATAAACGAGTGAATAAACACAATGTCATGGGTGTACTTTTTGTAGTTAAG

TATTGCCACATACATGTGTGTGTGT--ATTACAGTTGCTTTGATATAGATTTGCGTTGTT

Frerrrrrrrrerrrrrrerrrrrr rrrrr e e e e e e e e e
TATTGCCACATACATGTGTGTGTGTGTATTACAGTTGCTTTGATATAGATTTGCGTTGTT

GGAGTATGCCCGTATATTTGGGTTGTTTATTCGCAACAACATGAATATATTCGCTTGTTA

Frrrrrrrrrrerrrrrrrrrrrrrrrrrrrr et e e e e e e e e
GGAGTATGCCCGTATATTTGGGTTGTTTATTCGCAACAACATGAATATATTCGCTTGTTA

CCGAACGAAATATATTTAACGGCGACCTTTCCCCCGTAAATATTTAATTGTCTAGATCGA

FErrrrrrrrrerrrrrrerr e et e e e e e e e e e e
CCGAACGAAATATATTTAACGGCGACCTTTCCCCCGTAAATATTTAATTGTCTAGATCGA

AGTAATTAATAATTTGTGTTGTTTTAAAAATACATTGTCAGGCTTATAAGCTTATCGGAG

FErrrrrrrrrerrrrrrrrr e et e e e e e e e e e
AGTAATTAATAATTTGTGTTGTTTTAAAAATACATTGTCAGGCTTATAAGCTTATCGGAG

AGGACGTAAAATATGCCTCGGGAAAGTTTGAATTGAATAATTTTCTGCCACTTTCAGTGC

FErrrrrrrrrerrrrrrerr e et e e e e e e e e e e
AGGACGTAAAATATGCCTCGGGAAAGTTTGAATTGAATAATTTTCTGCCACTTTCAGTGC

TAACGTACTCGTTTGTTTAATCAGAGATCTACGTCCGAACACGTTCCGTAACAAGATGAC

FErrrrrrrrrerrrrrrerrrrrrrrr e e e e e e e e e e
TAACGTACTCGTTTGTTTAATCAGAGATCTACGTCCGAACACGTTCCGTAACAAGATGAC

GAAGATAATTCTGACGCGTGAAACACAACACGGTTATTAGTGTTTCGGGGGGAAGGAGAC

FErrrrrrrrrrrrrrrrrrr e et e e e e e e e e e e
GAAGATAATTCTGACGCGTGAAACACAACACGGTTATTAGTGTTTCGGGGGGAAGGAGAC

AACGCGAAAAACATATTGTATGCGCGCTTCGCTATGAACGAGACGGCCGAAGTTCGATTC

FErrrrrrrrrerrrrrrrrr e et e e e e e e e e e
AACGCGAAAAACATATTGTATGCGCGCTTCGCTATGAACGAGACGGCCGAAGTTCGATTC

CCGACCACGGCTAACATCGGTAGCGAGTGGTGTCTGATCCGCGGTCCTGTGTGCGACTAC

FEErrrrrrrrerr e e et e et e e e e e e e e e e
CCGACCACGGCTAACATCGGTAGCGAGTGGTGTCTGATCCGCGGTCCTGTGTGCGACTAC

GACTAACAACTCTAAATCATGGACGATATTAATGTCGCACTGTCCGAAAGTTTAACGTGA

FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e
GACTAACAACTCTAAATCATGGACGATATTAATGTCGCACTGTCCGAAAGTTTAACGTGA

CAGAGGTGTAAATGCGATTCACCAATATATATAACGGCGAGAATTGGTGAATTGCATATA

FEEEEEEEEr e e e e e e e e e e e e e e e e e e e e e e e
CAGAGGTGTAAATGCGATTCACCAATATATATAACGGCGAGAATTGGTGAATTGCATATA

AAGATATAATCGAATAACTCGTCAATAACTTACAATCTCGAATAGTTGCTTCATATATGC

FEEEEEEEEr e et e e e e e e e e e e e e e e e e e e e e e et
AAGATATAATCGAATAACTCGTCAATAACTTACAATCTCGAATAGTTGCTTCATATATGC

CTAACGAATGAAGACTGGCTGACCAGTGTGGTGAAGTATGGTACAAGAAAACCCCCTCTA

FEErrrrrrrrerrrrrrrrr e et et e e et e e e e et e
CTAACGAATGAAGACTGGCTGACCAGTGTGGTGAAGTATGGTACAAGAAAACCCCCTCTA

TGCCCGGCACTGCGTGGCGGGGAGGCGTTCGTCAATTGGTGAGAACTGAGACTCTCTCTC

Freererrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
TGCCCGGCACTGCGTGGCGGGGAGGCGTTCGTCAATTGGTGAGAACTGAGACTCTCTCTC

CAGTACATTGTTTATTTTTTCGCAATTAACGCCCGTATTGTTTACGCCTATTTTTTTTTT

Frrrrrrrrrrerrrrrrrrrrrrrerrrrr e e e e e e e e e e
CAGTACATTGTTTATTTTTTCGCAATTAACGCCCGTATTGTTTACGCCTATTTTTTTTTT

GCACCGCAGCCACCAAAGAGACGTCCTTAGATTTATCAAACCCGGACGACGTCGCCGAAA

Frrrrrrrrrrerrrrrrrrrrrrrerrrrr e e e e e e e e e e
GCACCGCAGCCACCAAAGAGACGTCCTTAGATTTATCAAACCCGGACGACGTCGCCGAAA

GGGTCTCGCCGGACTTCAAGGCCCCGCCGCAGAAGCGCTCGGCGAGTCGGGTCACGGCGG

Frerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGTCTCGCCGGACTTCAAGGCCCCGCCGCAGAAGCGCTCGGCGAGTCGGGTCACGGCGG

ACGACAGAGACTCCCAGACGGAGGAGAGGGACGCGGAGAGCGCCGCGTGTCGGGCCGGGG

Frerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
ACGACAGAGACTCCCAGACGGAGGAGAGGGACGCGGAGAGCGCCGCGTGTCGGGCCGGGG

2

7401785

1080

7401725

1140

7401665

1200

7401605

1260

7401545

1320

7401485

1380

7401425

1440

7401365

1500

7401305

1560

7401245

1620

7401185

1680

7401125

1740

7401065

1800

7401005

1860

7400945

1920

7400885

1980

7400825

2040

7400765

2100

7400705

2160

7400645
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Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:

Sbjct:

2161

7400644

2221

7400584

2281

7400524

2341

7400464

2401

7400404

ACAGGGCCTGCGAGAGCCCCCCTCAGCACGGCAGCCCGCGTGCGCCCCCCAAGAAGAAGA

Frerrrrrrrrrrrrrrrrrr e
ACAGGGCCTGCGAGAGCCCCCCTCAGCACGGCAGCCCGCGTGCGCCCCCCAAGAAGAAGA

CGCGGACCGTGTTCTCACGGAGC-AAGTGTTCCAGCTGGAGTCGACGTTCGACATGAAGC

Frerrrrrrrrrrrrrrrrrrrr e
CGCGGACCGTGTTCTCACGGAGCCAAGTGTTCCAGCTGGAGTCGACGTTCGACATGAAGC

GCTACCTGAGCAGCGCGGAGCGCGCGGGGCTCGCCGCGTCGCTGCACCTCACCGAGACGC

Frrrrrrrrrrrrrr e
GCTACCTGAGCAGCGCGGAGCGCGCGGGGCTCGCCGCGTCGCTGCACCTCACCGAGACGC

AGGTGAAGATCTGGTTCCAGAACCGGCGCAACAAGTGGAAGCGCCAGCTCGCCGCCGAGC

FEErrrrrerrrrr e e et e e e e e e e e e e e e e
AGGTGAAGATCTGGTTCCAGAACCGGCGCAACAAGTGGAAGCGCCAGCTCGCCGCCGAGC

TCGAGGCCGCAAAC-TGGCGCA-GTGTCGGCGGCGCACAGACTCGTGCGTGTGCC 2448
FEErrrrrrrrert rerrrt e rerrr e e e et e e e e e e e

2220

7400585

2280

7400525

2340

7400465

2400

7400405

TCGAGGCCGCAAACCTGGCGCAGGTGTCGGCGGCGCACAGACTCGTGCGTGTGCC 7400350





