Consensus Berl2

Consensus 473

Consensus 173

Consensus 472

Consensus 917

Consensus 915

Consensus BMV

M. primigenius, VWF, AF154874
M. primigenius, VWF, AF154873
M. primigenius, VWF, AF154875
E. maximus, VWF, resequenced
E. maximus, VWF, U31611

L. africana, VWF, resequenced
L. africana, VvWF, U31615

Human, vWF, NM_000552

Consensus Berl2

Consensus 473

Consensus 173

Consensus 472

Consensus 917

Consensus 915

Consensus BMV

M. primigenius, VWF, AF154874
M. primigenius, VWF, AF154873
M. primigenius, VWF, AF154875
E. maximus, VWF, resequenced
E. maximus, VWF, U31611

L. africana, VWF, resequenced
L. africana, VvWF, U31615

Human, vWF, NM_000552

Consensus Berl2

Consensus 473

Consensus 173

Consensus 472

Consensus 917

Consensus 915

Consensus BMV

M. primigenius, VWF, AF154874
M. primigenius, VWF, AF154873
M. primigenius, VWF, AF154875
E. maximus, VWF, resequenced
E. maximus, VWF, U31611

L. africana, VWF, resequenced
L. africana, VvWF, U31615

Human, vWF, NM_000552

Consensus

Consensus 473

Consensus

Consensus 472

Consensus
Consensus
Consensus

10 20 30 40 50 60 70 80 90 100 110 120 130
T T T T T T T T T T T T A B D
AGCCCCAGTCAGCGTCMCCACGCCGTATGTGGAGGACATCCCAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGCGTCACCACGCCGTATRTGGAGGACATCCCARAGCCGCCCCTGCATGACCTCTACTGCAG
AGCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATTCYAGAGCCGCCYYTGCATGACCTCTAY TGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGYGTCACCACGCCGTATGTGGAGGACATCCCAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATCCCAGAGCCGCCCCTGCATGACCTCTACTGCAG

AGCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATCECAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
NGCCCCNNNNAGNGTCACCACGCCGTATGTGGAGGACATCTCAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG

GCCCCAGTCAGTGTCACCACGCCGTATGTGGAGGACATCTCAGAGCCGCCCCTGCA
GCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATCTCAGAGCCGCCCCTGCA

AGCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATCTCAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGCGTCACCACGCCTTTTGTGGAGGACATCTCAGAGCCGCCCCTGSATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGCGTCACCACGCCGTATGTGGAGGACATCTCAGAGCCGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG
AGCCCCAGTCAGCGTCACCACGCCATATGTGGAGGACATCTCAGAGCTGCCCCTGCATGACCTCTACTGCAGTAAACTGCTGGACCTGGCCTTCCTGCTGGACGGCTCCTCCAAGCTGTCGGAGGCTGAG

TGCCCCGGTGAGCCCCACCACTCTGTATGTGGAGGACATCTCGGAACCGCCGTTGCACGATTTCTACTGCAGCAGGCTACTGGACCTGGTCTTCCTGCTGGATGGCTCCTCCAGGCTGTCCGAGGCTGAG
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TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACTACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC

TTTGATGTGCTAAAGG

TTTGATGTGCTAAAGG

TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTNCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC
TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC

TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC
TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGAACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGCGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC
TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC
TTTGATGTGCTAAAGGTCTTTGTGGTGGACATGATGGAGCGGCTGCACATCTCCCAGAAGCGGATCCGTGTGGCCGTGGTGGAGTACCACGATGGCTCGCACTCCTACATCGACCTCAGGGACAGGAAGC

TTTGAAGTGCTGAAGGCCTTTGTGGTGGACATGATGGAGCGGCTGCGCATCTCCCAGAAGTGGGTCCGCGTGGCCGTGGTGGAGTACCACGACGGCTCCCACGCCTACATCGGGCTCAAGGACCGGAAGC
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AGCCTTCGGAGCTGCGGCGCATCNNTNGTCANGTGAAGTACGCAGGCAGCCNNGTGGCC

AGCCTTCAGAGCTGCGGNGCATCGNTGGTCAGGTGAAGTACGCAGGCAGCCNNGTGGCC
AGCCTTCAGAGCTGCGGCGCATTGNTGGTCAGGTGAAGTACGCAGGCAGCCAGGTGGCCTCCACCACTGAGGTCTTGAAGTACACGTTGTTCCAAATCTTTGGCAAGGCCGATCGCCCAGAAGCCTCCCG

AGCCTTCAGAGCTGCGGCGCATCGCTGGTCAGGTGAAGTACGCAGGCAGCCAGGTGGCCTCCACCACTGAGGTCTTGAAGTACACGTTGTTCCAAATCTTTGGCAAGGCCGATCGCCCAGAAGCCTCCCG
AGCCTTCAGAGCTGCGGCGCATCGCTGGTCAGGTGAAGTACGCAGGCAGCCAGGTGGCCTCCACCACTGAGGTCTTGAAGTACACGTTGTTCCAAATCTTTGGCAAGGCCGATCGCCCAGAAGCCTCCCG
AGCCTTCGGAGCTGCGGCGCATCGCTGGTCAGGTGAAGTACGCAGGCAGCCAGGTGGCCTCCACCACTGAGGTCTTGAAGTACACGTTGTTCCAAATCTTTGGCAAGGCCGATCGCCCAGAAGCCTCCCG
AGCCTTCGGAGCTGCGGCGCATCGCTGGTCAGGTGAAGTATGCAGGCAGCCAGGTGGCCTCCACCACTGAGGTCTTGAAGTACACGTTGTTCCAAATCTTTGGCAAGGCCGATCGCCCAGAAGCCTCCCG

GACCGTCAGAGCTGCGGCGCATTGCCAGCCAGGTGAAGTATGCGGGCAGCCAGGTGGCCTCCACCAGCGAGGTCTTGAAATACACACTGTTCCAAATCTTCAGCAAGATCGACCGCCCTGAAGCCTCCCG
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TATTGCCCTGCTCCTGACAGCCAGTGAAGAGCCCCCACGGATGGCCCGGAACTTGGCCCGATATGTGCAGGGCCTGAAGAAGAAGAAGGTTATTGTGATCCCGGTGGGCATTGGACCTCATGCCAGCCTC
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GAGCCCCCACGGATGGCCCGGAACTTGGCCCGATATGTGCAGGGCCTGAAGAAGAAGA
TATTGCCCTGCTCCTGACAGCCAGTGAAGAGCCCCCACGGATGGCCCGGAACTTGGCCCGATATGTGCAGGGCCTGAAGAAGAAGAAGGTTATTGTGATCCCGGTGGGCATTGGACCTCATGCCAGCCTC
TATTGCCCTGCTCCTGACAGCCAGTGAAGAGCCCCCACGGATGGCCCGGAAATTGGTCCGATATGTGCAGGGCCTGAAGAAGAAGAAGGTTATTGTGATCCCGGTGGGCATTGGACCTCATGCCAGCCTC
TATTGCCCTGCTCCTGACAGCCAGTGAAGAGCCCCCACGGTTGGCCCGGAACTTGGCCCGATATGTGCAGGGCCTGAAGAAGAAGAAGGTTATTGTGATCCCGGTGGGCATTGGACCTCATGCCAGCCTC
TATTGCCCTGCTCCTGACAGCCAGTGAAGAGCCCCCACGGTTGGCCCGGAACTTGGCCCGATATGTCCAGGGCCTGAAGAAGAAGAAGGTTATTGTGATCCCGGTGGGCATTGGACCTCATGCCAGCCTC

CATCGCCCTGCTCCTGATGGCCAGCCAGGAGCCCCAACGGATGTCCCGGAACTTTGTCCGCTACGTCCAGGGCCTGAAGAAGAAGAAGGTCATTGTGATCCCGGTGGGCATTGGGCCCCATGCCAACCTC
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AAGCAGGTCCGCCTTATCGAGAAGCAGGCCCCTGAGAACAAAGCCTTTGTGCTTAGCAGCGTGNACGAGCTGN

AAGCAGGTCCGCCTTATCGAGAAGCAGGCCCCTGAGAACAAAGCCTTTGTGCTTAGCAGCGTGGACGAGCTGG
AAGCAGGTCCGCCTTATCGAGAAGCAGGCCCCTGAGAACAAAGCCTTTGTGCTTAGCAGCGTGGACGAGCTGG
AAGCAGGTCCGCCTTATCGAGAAGCAGGCCCCTGAGAACAAAGCCTTTGTGCTTAGCAGCGTGGACGAGCTGG
AAGCAGGTCCGCCTTATCGAGAAGCAGGCCCCTGAGAACAAAGCCTTTGTGCTTAGCAGCGTGGACGAGCTGG

AAGCAGATCCGCCTCATCGAGAAGCAGGCCCCTGAGAACAAGGCCTTCGTGCTGAGCAGTGTGGATGAGCTGG



