A) ECR1

Hs-ECR1 CTGACATTTGCAGGCTGCCCTCCTGATTGGTCCCCTCGCCGAGCTGCTCACGGGTTCATT
Cm-ECR1 CTGACATTTGCAGCGTTGGGTTTTGATTGGCCCTGATTTGGAGCTGCTCATGGGCTCATT
Lc-ECR1 CTGACATTTGCAGCCTTCCAATCTGATTGGTCCTCATTTGGAGCAGCTCATGGGTTCATT
Dr-ECR1 CTGACACCTCCAGGCTTCAACGCTGATTGGCTCTTATTTGAAGGAGCTCATGGGTTCATT
*kkkkk*x * k%% * kkkkkk*k * * % kkkkk kkk kkk*k*
Hs-ECR1 CAACTGTTAAGCACCTCCCCGTCTCTCTAAAGGACATTATAATGCAAGAAGCCCCCTTTT
Cm-ECR1 CAACTGTTAAGCACCACCCCGTCCCTCTAAAGGAGATTATAATGCAGGAGACCCCCTTTT
Lc-ECR1 CAACTGTTAAGCACCTCCCAGTCTCTCTAAAGGACATTATAATGCAAGAGACCCCCTTTT
Dr-ECR1 CAACTATTAAGCGCCTCCCAGTTCCTCTAAAGGACATTATAATGCAAGGAACCTCCTTTT
kkkkk kkhkkhkkkk k*k *kk k% khkkkkhkhkhkhkkhk *kkkkhkhkkhkkhkkhk*k % **k *kkkk*k
Hs-ECR1 TAACCACAAACCGAA
Cm-ECR1 --ACAACAAACAGAA
Lc-ECR1 TAACCACAAACCGAA
Dr-ECR1 TAACCACAAACCGAA
*k*k k)kkkkk *k*k
Sequence 1l: Hs-ECRI1 135 bp Sequences (1:2) Aligned. Score: 88
Sequence 2: Lc-ECRI1 135 bp Sequences (1:3) Aligned. Score: 78
Sequence 3: Dr-ECRI1 135 bp Sequences (1:4) Aligned. Score: 80
Sequence 4: Cm-ECR1 133 bp Sequences (2:3) Aligned. Score: 85
Sequences (2:4) Aligned. Score: 87
Sequences (3:4) Aligned. Score: 78
B) ECR2
Hs-ECR2 CAGCCAAGTCTAAAC-AGTAGTAAATTAGTACAAATTTATACTGATTTTACTCTAATAAT
Cm-ECR2 CAGCCAAGTCTAAACCAGGAGTAAATTAGTACACATTTATACTGATTTTATTTTAATAAT
Lc-ECR2 CAGCCAAGTCTAAAC-ACTAGTAAATTAGTACAAATTTATACTGATTTTACTCTAATAAT
Dr-ECR2 CAGTCAGGCCTAAAC-ACTACTAAATCAGCCCTAATTTATACTGATCTCGC--TAATAAT
kkk **k Kk kkkkk*k * * *kkk*k k% * kkkkkhkkkhkkkhk*k * *kkkkkk*k
Hs-ECR2 CGTAATAAAA-GCTTATAGATTTGGCACTAATTACATAAATGCCTAATGATCTTGAAAAT
Cm-ECR2 CGTAATAAAA-GCTTATAGATTTGGCACTAATTAGATAAATGCCTAATGATCTTGAAAAT
Lc-ECR2 CGTAATAAAA-GCTTATAGATTTGGCACTAATTACATAAATGCCTAATGATCTTGAAAAT
Dr-ECR2 CGTAATAAAAAGCTTATAGATTTGGCACTAATTACATAAAAGCCTAATGATGTTGAAAAT
khkkhkkhkkhhkhkhkhkh kkhkhkhhhkhkhkhhhkkhkhkhhhkhkhkhhhkhk, khkhkkhk *khkk kkkhkkhkk *kk kkkk*%
Sequence 1l: Hs-ECR2 118 bp Sequences (1:2) Aligned. Score: 99
Sequence 2: Lc-ECR2 118 bp Sequences (1:3) Aligned. Score: 88
Sequence 3: Dr-ECR2 117 bp Sequences (1:4) Aligned. Score: 95
Sequence 4: Cm-ECR2 119 bp Sequences (2:3) Aligned. Score: 88
Sequences (2:4) Aligned. Score: 94
Sequences (3:4) Aligned. Score: 83
C) ECR3
Hs-ECR3 TGTTTATACTGCTATAAAAATCAAGACCAATAGAAAAGTCATAAAATGAAGCGGGCTATC
Lc-ECR3 TGTTTATACTGCTATAAAAATCAAGAGCAATAGAAAAGTCATAAAATGAAGAGCGCTATA
Dr-ECR3 TGTTTGTACAGCTATAAAAGGATCGAGCTATTGAAAAGTCGTAAAATGAAGCGCGCTATC
kkkkk *khkk khkkkikkhkkk*k kk k kk khkhkkhkhkkhkkhkkhk kkhkkhkkhkkkkhkk Kk kkkk*k
Hs-ECR3 AATCATGCCGCAACATTGTT
Lc-ECR3 AATCAGCCAGCAATCTCGCT
Dr-ECR3 AATCACGCTGTAACCGTGTT
*kkk* * * %% * *
Sequence 1: Hs-ECR3 80 bp Sequences (1:2) Aligned. Score: 82
Sequence 2: Lc-ECR3 80 bp Sequences (1:3) Aligned. Score: 78
Sequence 3: Dr-ECR3 80 bp Sequences (2:3) Aligned. Score: 72




D) ECR4

Hs-ECR4
Lc-ECR4
Cm-ECR4
Dr-ECR4

Hs-ECR4
Lc-ECR4
Cm-ECR4
Dr-ECR4

Hs-ECR4
Lc-ECR4
Cm-ECR4
Dr-ECR4

CAGAATTACATTTGTTTTTCTTGTGATTTTATTAAAAGTCACTCCTCATCTCCAGAATGC
CAGAATTACATTTGTTTTTCTTGTGATTTTATTAAAAGTCACTCCTCATCTCCAGAATGC
TAGAATTACATTTGTTTT-CTTGTGATATTATTAAAAGTCTATCCTCATCTCCAGAGTGC
CAGAATTACATTTGTTTTTCTTGTGATTTTATTAAAAGTCACTCCTCATCTCCAGAGCGC

kkhkkkhkhkkkhkkhkhhkhkhkhkk *khkkhkkkik k)kkhkkhkkkkkk*x kkhkkkkhkkhkkkhkkk*x * %

GTGAAAATATCTACTTTCCACTCAGATACACCGCATTAACTTGTTGGAGGCGAATTTGTT
GTGAAAATATCTACTTTCCACTCAGATACACCACATTAACTTGTTGGAGGCGAATTTGTT
GTGAAAATATCTACTTTCCACTCAGATACACCGCATTAACTTGTTCGAGGCGAATTTGTT
GTGAAAATGTCTACTTTCCACTCAGATGCGCCGCATTAACTTGCAGGGCGCGAGTTTGTT

kkhkkhkkkhkkhk ) khkkkhkkhkhhkhkkhkhkkhkikhkik * k(*k k(kkkkkhkkk*x * kkkk kkkkk*k

TGTTTGTCTATTTT-ATTTATTTGCTAGAT---AAGATTGATGCAGTCTTATTAGC
TGT----CTATTTT-ATTTATTTGCTGGAT---AAGATTGATGCAGTCTTATTAGC
TGTTTGTCTATTTTTATTTATTTGGGGGAGGCGAAGATTGATGTGTTGTTATTATC
TGTTTGTCTATTTTTATTTATATGCAGTGT---AAGATTGATGCGAGCTTGTTATC

* k% kkhkkkkkk *kkhkkkk k% kkkkkkkkhk*k %k **k*k *

Sequence 1:
Sequence 2:
Sequence 3:
Sequence 4:

Hs-ECR4
Lc-ECR4
Dr-ECR4
Cm-ECR4

172 bp Sequences (1:2) Aligned. Score: 98
168 bp Sequences (1:3) Aligned. Score: 88
173 bp Sequences (1:4) Aligned. Score: 90
175 bp Sequences (2:3) Aligned. Score: 88
Sequences (2:4) Aligned. Score: 90
Sequences (3:4) Aligned. Score: 85

E) ECR5

Hs-ECR5
Lc-ECRS5
Cm-ECR5
Dr-ECR5

Hs-ECR5
Lc-ECRS5
Cm-ECR5
Dr-ECR5

CTGTCACCAAATCACCTGCACGAAACAAGAATCTAATTTGTTAAGCTGGCATGTCTGCAG
CTGTCACCAAATCACCTGCACGAAACAAGAATCTAATTTGTTAAGCTGGCATTTCTGCAG
CTCTCACAAAATCACCTGCACGAAACAAGAATCTAATTTGTTAACCTGGCATTTCTGTAG
CTGTCACCGCATCACCTGCGCGAAACAAGAATCTAATTTGTTAAACTGGCATTTCTGCAG

%k *kk*k kkhkkhkkkhkkhkk *kkhkhkkhkhkhkhkkhkhhkhkhkhhkhkhkhkhkk ik *(kkkkk,*x (k%% **%

ATGGAAGATCGATCTTCTCTGTAGATTTCTCTAATTGAGTGAATATAGACGCCC
ATGGAAGATCGATTTTCTCTTTAGATTTCTCTAATTGAGTGAATATAGACGCCC
ATGGAAGATCGATTTTCTCTTTAGAATTCTCTAATTGAGTGAATATAGACGCCC
ATGGACGATCGATTTTCTCTTTAGAATTCTCTAATTGAGTGAATATAGACGCCC

kkhkkhkkkh khkhkkkhkhkkh khkhkkkhkk *khkikk kkhkhkkhkkhkhkkhkhkhkhkkhkkkhkkhkhkkhkkkik*

Sequence 1:
Sequence 2:
Sequence 3:
Sequence 4:

Hs-ECR5
Lc-ECR5
Dr-ECR5
Cm-ECR5

114 bp Sequences (1:2) Aligned. Score: 97
114 bp Sequences (1:3) Aligned. Score: 92
114 bp Sequences (1:4) Aligned. Score: 92
114 bp Sequences (2:3) Aligned. Score: 94
Sequences (2:4) Aligned. Score: 95
Sequences (3:4) Aligned. Score: 92

6) ECR6

Hs-ECR6
Lc-ECR6
Cm-ECR6
Dr-ECR6
Dr-ECR6b

Hs-ECR6
Lc-ECR6
Cm-ECR6
Dr-ECR6
Dr-ECR6b

AATGAGACCCCTTTACTCCGTGACGTGCAGCCGCTCCATCTCATTAAGGAAATCGCTCTT
AACGAGACCCCTTTACTCCGTGACGTGCAACCGCTCCATCTTATTAAGGAAATCGCTCTT
AATGAGACCCCCGGACTCCGTGACATGCAGCCGCTCCATCTCATTAATGAAATCGCTCTT
AATGAGGCGCCGCCACTCCGTGACACCCAACCGCTCCATCTCGTTAAGGAAATCGCTCTT
AATGGAGGCCAGCTACTCCGTGACTTGCCAAAGCTCCATTTCATTACGGTAATCGCCGTC

%k * * kkkkkhkkhkk*k * kkkkkhkk * * k% * kkkhk*k*k *

CAATGCTGATTATTTTATTTGCAGCCATAATTATATTTCTTTCGGCTAAATCACGGTTTA
CAATGCTGATTATTTTATTTGCAGCTATAATTATATTTCTTTCGGCTAAATCACGGTTTA
CAATGCTGATTATTTTATTTGGAACCATAATTATATTTCTTTTGGCTGAATCACGATTTA
CAATGCTGATTATTTTATTTGGAGCCATAATTATATTTCTTTCGGATAAATCACGGTCTA
CATTGCTGATTATTTTATTTAG-GCCATAATTGTATTCTCCCCAGATAACTCACGTTGAA

kk kkhkkkkkhkhkkhkkhkikkhk*k * kkkhkkhk kkk*k * *k Kk kk*kk*kx * *



Hs-ECR6

ATCGAGCCCACAT--GGAGGGCAGCAGCACTAAT

Lc-ECR6 ATCGAGCCCACAT--GGAGGGCAACTGGTTTAAT
Cm-ECR6 ATAGAGCACACGTTCGGGGGCAAAGCGCTGTAAT
Dr-ECR6 ATCGAGTCCGTTC--GGAGGGCAGCGCCTCTAAT
Dr-ECR6Db ATCGGGTCCACAT--GGAGGGCACCAAGTCTAAT
** % * * ** *% * *k k%
Sequence 1: Hs-ECR6 152 bp Sequences (1:2) Aligned. Score: 94
Sequence 2: Lc-ECR6 152 bp Sequences (1:3) Aligned. Score: 86
Sequence 3: Dr-ECR6 152 bp Sequences (1:4) Aligned. Score: 70
Sequence 4: Dr-ECR6b 151 bp Sequences (1:5) Aligned. Score: 84
Sequence 5: Cm-ECR6 154 bp Sequences (2:3) Aligned. Score: 83
Sequences (2:4) Aligned. Score: 69
Sequences (2:5) Aligned. Score: 80
Sequences (3:4) Aligned. Score: 72
Sequences (3:5) Aligned. Score: 84
Sequences (4:5) Aligned. Score: 59




