Aligned using MUSCLE

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Tl H

ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
10 20 30 40 50 60 70

ATGCCGGGCGGGGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGGGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG
ATGCCGGGCGGAGGGTTCGCCGTGTCGGCGCCGTCCGGCGTGGAGTTCGAGGCCAAGATCACGCCCATCG

Al Cw -

TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-=-=-=-=-=-=========== CTACGAC

80 90 100 110 120 130 140
TCATCATCTCCTGCATCATGGCGGCCACCGGCGGCCTCATGTTCGG--~-~---~---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCGGCCACCGGCGGCCTCATGTTCGG---~---=---=--=-----~ CTACGAC
TCATCATCTCCTGCATCATGGCGGCCACCGGCGGCCTGATGTTCGG--~-~-=--=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~-----=-=--=-==------ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~---=---=--=------ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~--~-=--~---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~-=--=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~--~-=--=---=--=--~---- CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~---=---=--=------ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~-=-~-=--=---=--=-----~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~---=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGGCTCATGTTCGG-~--~---=---=--=-----~ CTACGAT
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG------=-=--=--=------ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGGCTCATGTTCGG---~---=---=--=--~---~ CTACGAT
TCATCATCTCCTGCATCATGGCGGCCACCGGCGGCCTGATGTTCGG---~---=---=--=-----~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG---~---=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~--~-=--=---=--=--~---- CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~---=---=--=------ CTACGAC
TCATCATCTCCTGCATCATGGCGGCCACCGGCGGCCTGATGTTCGG--~-~---=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~-~-~-=--=---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG-~--~-=--~---=--=--~---~ CTACGAC
TCATCATCTCCTGCATCATGGCCGCCACCGGCGGCCTCATGTTCGG--~-~-=--=---=--=--~---- CTACGAC
TCATCATCTCCTGCAT----------- TCGGCATCTCAGTATTTGGAAGAAAATAGATAACTGCTGCCAT
TCATCATCTCCTGCAT----------- TCGGCATCTCAGTTTTCTGGCCAGGATCATATATACTCGCTCT
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

T

T c

c = A =

GTCGGCATCT-=-====-========- CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC

150 160 170 180 190 200 210
GIRCGGEENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACATCGATGGACGATTTCCTGCGTGAGTTCTTCC
GIRCIGGCENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACATCGATGGACGATTTCCTGCGTGAGTTCTTCC
GIRCGGEENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACGTCGATGGACGATTTCCTGCGTGAGTTCTTCC
GIRCGGECENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GTCGGCATCT---------=------ CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGECINNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCIGGEENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCIGGECENNCIN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GITCGGCAITCT--------------- CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGECENNCN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGIECENNCIN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGEENNCN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGIECENNCIN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGECENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGCRNNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACGTCGATGGACGATTTCCTGCGTGAGTTCTTCC
GIRCGGERNNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCIGGCENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGERNNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGECENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACGTCGATGGACGATTTCCTGCGTGAGTTCTTCC
GTCGGCATCT---------=------ CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCGGECINNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
GIRCIGGECENNCHN - - - - - - - - - - - - - - - CAGGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
CTTGCCACCTACTTTGATAGGCTGTTAAGCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC
BGIHGCTAGCH------------=------ GCGGAGTGACCTCGATGGACGATTTCTTGCGTGAGTTCTTCC

|

CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA

C

220 230 240 250 260 270 280

CGGCGGTGCTGCGCCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTACGACAACCAGGGCCTGCA
CGGCGGTGCTGCGCCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTACGACAACCAGGGCCTGCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCACCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTACGACAACCAGGGCCTGCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
CGGCGGTGCTGCAGCGGAAGAACCAGGACAAGGAGAGCAACTACTGCAAGTATGACAACCAGGGCCTCCA
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

I I

GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
290 300 310 320 330 340 350

GCTCTTCACCTCGTCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCGTCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCGTCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCGTCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCGTCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC
GCTCTTCACCTCATCGCTCTACCTCGCCGGCCTCACCGCCACCTTCTTCGCCTCCTACACCACCCGCCGC

| MBI

CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
360 370 380 390 400 410 420

CTCGGACGCCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGACGCCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGCCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGCCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGCCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG
CTCGGCCGGCGCCTCACCATGCTCATCGCCGGCGTCTTCTTCATCATCGGCGTCATCTTCAACGGGGCCG

Printed from SnapGene®: 26 lis 2024 16:12

318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
318
339
321

388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
388
409

Page 3



Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

[

CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
430 440 450 460 470 480 490

CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGCTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTCGTTGCGGCGTCGGCTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC
CCCAGAACCTCGCCATGCTCATCATCGGCAGGATCCTGCTTGGTTGCGGCGTCGGTTTCGCCAACCAGGC

I il

CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCT ' AACATCCTGTTCCAGCTG
500 510 520 530 540 550 560

CGTTCCCCTGTTCCTGTCGGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCGGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
TGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTCAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
CGTTCCCCTGTTCCTGTCTGAGATCGCGCCGACGAGGATCCGCGGCGGGCTGAACATCCTGTTCCAGCTG
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

LA

AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
570 580 590 600 610 620 630

AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTACGGCACGAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTACGGCACGAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACTTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACTTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT
AACGTGACCATCGGCATCCTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGTGGGGCT

] H

GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
640 650 660 670 680 690 700

GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
GGCGGCTGTCGCTGTCGCTGGCCGGCATCCCGGCGGCGATGCTCACCCTGGGCGCGCTCTTCGTCACCGA
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

AGGOCRAGGCGETGCTOAAGCGOATCOGCG6C

CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAG----=-=------ - m e s e s e e e e - e m - ===

710 720 730 740 750 760 770
CACCCCCAACAGCCTICATCGAGCGCGGLCCACCTGGAG------ === - - - - - - m - m o e mm— o m—— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG - - ---- === - - - - - m e m e e mmm o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG------ == === - m e e e e m e m - —— - - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGLCCACCTIGGAG------ === - - - - m e m e e mm— o mm— - -~ 705

CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAGGAGGGCAAGGCGGTGCTGAAGCGGATCCGCGGC 738
CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAGGAGGGCAAGGCGGTGCTGAAGCGGATCCGCGGC 738

CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG-------- === - - - - - - m e e e e o m o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG------ === == - - - - m e m e e mmm o m—— - -~ 705
CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAG -~ - === === == = - s o e e m e o e oo m o mmm - - - 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG -~ ---- === == - - - - - - m e m e e m e m o m—— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG-------- === - m - m e e e o m e — o mm— - -~ 705
CACCCCCAACAGCCICATCGAGCGCGGCCACCTIGGAG------ == === - - m e - o e m e m o —m = - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG------ === - m e e e e - m o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG------ === - - - - m e m e e m e — - —m— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG------ === === - - - - m e m e e mm— o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG -~ ---- == === - - - m e m e o mm— o m—— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG - - ---- === - - - - - m e m e e mmm o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG------ === === - - - m e m e o m e m o m—— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGLCCACCTIGGAG -~ ---- === - - - - - - - m e m e o mm— o mm— - -~ 705
CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAG - -~ === === == === - = == - ———— ===~~~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG------ === - - - - m e m oo m e m o mm— - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTGGAG------ == === - m e e e e m e m - —— - - -~ 705
CACCCCCAACAGCCTICATCGAGCGCGGCCACCTIGGAG------ === == - - - - m e m e e mmm o m—— - -~ 726
CACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAG -~ -- === == - - s o s e m o e e m e m o mmm - - - 708

ACCOACAAC T €
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

-------------------------------------------------------------- GAGGGCAA
850 860 870 880 890 900 910

______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
__________________ CTGTTCGCGAACCTGGTGAACTCCGGCACCAGCAAGATCCACCCGAGGGCAA
CCCTGGGCGCGCTCTTCGTCACCGACACCCCCAACAGCCTCATCGAGCGCGGCCACCTGGAGGAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA
______________________________________________________________ GAGGGCAA

| H

GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
920 930 940 950 960 970 980

GGCGGTGCTCAAGCGGATCCGCGGCACCGACAACGTGGAGCCGGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTCAAGCGGATCCGCGGCACCGACAACGTGGAGCCGGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
GGCGGTGCTGAAGCGGATCCGCGGCACCGACAACGTGGAGCCCGAGTTCAACGAGATCGTGGAGGCGAGC
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

H I

CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
990 1000 1010 1020 1030 1040 1050

CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGGAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGGAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA
CGCATCGCGCAGGAGGTGAAGCACCCGTTCCGGAACCTGCTCCAGCGCCGCAACCGCCCGCAGCTGGTCA

il Il

TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
1060 1070 1080 1090 1100 1110 1120

TCGCCGTGCTGCTCCAGATCTTCCAGCAGTTCACGGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTGCTCCAGATCTTCCAGCAGTTCACGGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
TCGCCGTGCTCCTCCAGATCTTCCAGCAGTTCACCGGGATCAACGCCATCATGTTCTACGCCCCCGTGCT
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853
853
853
853
943
1018
853
853
853
853
853
853
853
853
853
853
853
853
853
853
853
853
874
856

923
923
923
923
1013
1088
923
923
923
923
923
923
923
923
923
923
923
923
923
923
923
923
944
926
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

A

GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
1130 1140 1150 1160 1170 1180 1190

GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG
GTTCAACACGCTCGGGTTCAAGAGCGACGCGTCGCTCTACTCGGCGGTGATCACGGGCGCCGTCAACGTG

] |

CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
1200 1210 1220 1230 1240 1250 1260

CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGCGCGCTGCTGCTGGAGGCTGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGCGCGCTGCTGCTGGAGGCTGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
CTGGCCACGCTGGTGTCGGTGTACGCCGTGGACCGCGCCGGGCGGCGGGCGCTGCTGCTGGAGGCCGGCG
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993
993
993
993
1083
1158
993
993
993
993
993
993
993
993
993
993
993
993
993
993
993
993
1014
996

1063
1063
1063
1063
1153
1228
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1063
1084
1066
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

LI R

TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
1270 1280 1290 1300 1310 1320 1330

TGCAGATGTTCCTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCCTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCTGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA
TGCAGATGTTCGTGTCGCAGGTGGTGATCGCCGTGGTGCTGGGCATCAAGGTGACGGACAAGTCGGACAA

A A A

CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
1340 1350 1360 1370 1380 1390 1400

CCTGGGCCACGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCCTCCTTCGCCTGGTCC
CCTGGGCCACGGGTGGGCCATCCTGCTGGTGGTCATGGTGTGCACCTACGTGGCCTCCTTCGCCTGGTCC
CCTGGGCCACGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTCGCCTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCACGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTCGCCTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
CCTGGGCCATGGGTGGGCCATCCTGGTGGTGGTCATGGTGTGCACCTACGTGGCGTCCTTCGCATGGTCC
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1133
1133
1133
1133
1223
1298
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1133
1154
1136

1203
1203
1203
1203
1293
1368
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1203
1224
1206
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

AR

TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
1410 1420 1430 1440 1450 1460 1470

TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCGGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCGGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGACACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG
TGGGGCCCGCTGGGGTGGCTCATCCCCAGCGAGACGTTCCCGCTGGAGACGCGGTCGGCCGGGCAGAGCG

LA

TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
1480 1490 1500 1510 1520 1530 1540

TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTACTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTACTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
TGACGGTGTGCGTCAACCTGCTCTTCACCTTCCTCATCGCGCAGGCCTTCCTCTCCATGCTCTGCCACCT
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR

71 _PHR_APR
149_PHR_APR

59 Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88_PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

A A AL

CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
1550 1560 1570 1580 1590 1600 1610

CAAGTTCGCCATCTTCATCTTCTTCTCGGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCGGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCGTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCGTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC
CAAGTTCGCCATCTTCATCTTCTTCTCCGCCTGGGTGCTCGTCATGTCCGTCTTCGTGCTCTTCTTCCTC

LA

CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
1620 1630 1640 1650 1660 1670 1680

CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
CCGGAGACCAAGAACGTGCCCATCGAGGAGATGACCGACAAGGTGTGGAAGCAGCACTGGTTCTGGAAGA
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Consensus

Lr67(sus)

Lr67(res)

ScLr67_1 (Lo7)
118_Danko_APR
119_Danko_APR
119_Danko_APR2
120_Danko_APR
138_Danko_APR
153_Danko_APR
157_Danko_APR
160_Danko_APR
71_PHR_APR
149_PHR_APR
59_Danko_non-APR
61_Danko_non-APR
123_Danko_non-APR
129_Danko_non-APR
37_PHR_non-APR
52_PHR_non-APR
88 PHR_non-APR
101_PHR_non-APR
105_PHR_non-APR
150_PHR_non-APR
150_PHR_non-APR2

ACCACA

GATACATGGACGACGACGACCACC-=-=-=-~-- ACATCGCCAACGGCAAGAACGTCACCGTCTAA
1690 1700 1710 1720 1730 1740

GATTCATGGACGACGACGACCACCACCACAACATCGCCAACGGCAAGAACGCCACCGTCTGA
GATTCATGGACGACGACGACCACCACCACAACATCGCCAACGGCAAGAACGCCACCGTCTGA

GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
GATACATGGACGACGACGACCACC------ ACATCGCCAACGGCAAGAACGTCACCGTCTAA
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