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GAAAGAAAGTAAGCCTTTCTGGGGACAGTGAGTGCAGTCTCCCTGCACACCCAGCCTTGG
GAAAGAAAGTAAGCCTTTCTGGGGACAGTGAGTGCAGTCTCCCTGCACACCCAGCCTTGG
GAAAGAAAGTAAGCCTTTCTGGGGACAGTGAGTGCAGTCTCCCTGCACACCCAGCCTTGG
GAAAGAAAGTAAGCCTTTCTGGGGACAGTGAGTGCAGTCTCCCTGCACACCCAGCCTTGG
GAAAGAAAGTAAGCCTTTCTGGGGACAGTGAGTGCAGTCTCCCTGCACACCCAGCCTTGG
R R R R R R R I b I I I I R R R I R R I I b E b I b b dE E dE b b b b b b b b 3 i i
GCAAGGATCCAGAGACCTGTGGTGCTGAGCTGAGAGGCTGAAGGGCTACGAAAGGACGGA
GCAAGGATCCAGAGACCTGTGGTGCTGAGCTGAGAGGCTGAAGGGCTACGAAAGGACGGA
GCAAGGATCCAGAGACCTGTGGTGCTGAGCTGAGAGGCTGAAGGGCTACGAAAGGACGGA
GCAAGGATCCAGAGACCTGTGGTGCTGAGCTGAGAGGCTGAAGGGCTACGAAAGGACGGA
GCAAGGATCCAGAGACCTGTGGTGCTGAGCTGAGAGGCTGAAGGGCTACGAAAGGACGGA
KA KK KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A XA A KA AKX KKK
GCAAAGCCATGCTATGTCCATGGAAATGTCAAAATGCTCAGAGGGGCTTATGGAATGTCT
GCAAAGCCATGCTATGTCCATGGAAATGTCAAAATGCTCAGAGGGGCTTATGGAATGTCT
GCAAAGCCATGCTATGTCCATGGAAATGTCAAAATGCTCAGAGGGGCTTATGGAATGTCT
GCAAAGCCATGCTATGTCCATGGAAATGTCAAAATGCTCAGAGGGGCTTATGGAATGTCT
GCAAAGCCATGCTATGTCCATGGAAATGTCAAAATGCTCAGAGGGGCTTATGGAATGTCT
R R R R R R R R R R R I R R R I I b b b E b E E b b b b b b b b b b b i i
TTAAACTGTGGGTCTGGATTATGCTCTGTTGTGATTTCTTTGCTCATCGTGGCACCGATT
TTAAACTGTGGGTCTGGATTATGCTCTGTTGTGATTTCTTTGCTCATCATGGCACCGATT
TTAAACTGTGGGTCTGGATTATGCTCTGTTGTGATTTCTTTGCTCATCATGGCACCGATT
TTAAACTGTGGGTCTGGATTATGCTCTGTTGTGATTTCTTTGCTCATCATGGCACCGATT
TTAAACTGTGGGTCTGGATTATGCTCTGTTGTGATTTCTTTGCTCATCATGGCACCGATT
KA KKK KA KA KA A A A A A A A A A A A A A A A A A A A A A AA A A AR A AR A A KA AAKAKAAAKXN AXXAXAXA AKX KKK
GCTGGACTTACCATTATTCTAAAAGACCCATGCCCTGGGAAAAGGCTAGAGCGTTCTGCA
GCTGGACTTACCATTATTCCAAAAGACCCATGCCCTGGGAAAAGGCTAGAGCGTTCTGCA
GCTGGACTTACCATTATTCCAAAAGACCCATGCCCTGGGAAAAGGCTAGAGCGTTCTGCA
GCTGGACTTACCATTATTCCAAAAGACCCATGCCCTGGGAAAAGGCTAGAGCGTTCTGCA
GCTGGACTTACCATTATTCCAAAAGACCCATGCCCTGGGAAAAGGCTAGAGCGTTCTGCA
R R R R R R R S R R R R R R R R R I
GGGAAAATTACACAGATTTAGTTGCCATACAAAACAAGGGAGAGATCGAATACCTGAATA
GGGAAAATTACACAGATTTAGTTGCCATACAAAACAAGGGAGAGATCGAATACCTGAATA
GGGAAAATTACACAGATTTAGTTGCCATACAAAACAAGGGAGAGATCGAATACCTGAATA
GGGAAAATTACACAGATTTAGTTGCCATACAAAACAAAGGAGAGATCGAATACCTGAATA
GGGAAAATTACACAGATTTAGTTGCCATACAAAACAAGGGAGAGATCGAATACCTGAATA
KAXKK KA KA KA A A KA AKX AKX AKX AKX A A AKX A XXX XA AKAKAKAAKAAX AXAXXAAXAXA A AKX XA XXX AKX XA XA XA KKK
AGACACTTCCCTTCAGCCGTACTTACTACTGGATTGGAATCCGGAAAGTAGAAGGGGTGT
AGACACTTCCCTTCAGCCGTACTTACTACTGGATTGGAATCCGGAAAGTAGAAGGGGTGT
AGACACTTCCCTTCAGCCGTACTTACTACTGGATTGGAATCCGGAAAGTAGAAGGGGTGT
AGACACTTCCCTTCAGCCGTACTTACTACTGGATTGGAATCCGGAAAGTAGAAGGGGTGT
AGACACTTCCCTTCAGCCGTACTTACTACTGGATTGGAATCCGGAAAGTAGAAGGGGTGT
R R R R R R R R R R R R R R R R R R R R R R R
GGACTTGGGTGGGAACCAACAAATCTCTCACTGAAGAAGCAAAGAACTGGGGTGCAGGGG
GGACTTGGGTGGGAACCAACAAATCTCTCACTGAAGAAGCAAAGAACTGGGGTGCAGGGG
GGACTTGGGTGGGAACCAACAAATCTCTCACTGAAGAAGCAAAGAACTGGGGTGCAGGGG
GGACTTGGGTGGGAACCAACAAATCTCTCACTGAAGAAGCAAAGAACTGGGGTGCAGGGG
GGACTTGGGTGGGAACCAACAAATCTCTCACTGAAGAAGCAAAGAACTGGGGTGCAGGGG
KKK KA A A AR A AR A A A A A A A A A AR A A A AR A A A A A A A A A A A A A A A A AR AR AR AR AR AR KK KK
AGCCCAACAACAGGAAGAGTAAGGAGGACTGTGTGGAAATCTATATCAAGAGGAACAAAG
AGCCCAACAACAGGAAGAGTAAGGAGGACTGTGTGGAAATCTATATCAAGAGGAACAAAG
AGCCCAACAACAGGAAGAGTAAGGAGGACTGTGTGGAAATCTATATCAAGAGGAACAAAG
AGCCCAACAACAGGAAGAGTAAGGAGGACTGTGTGGAAATCTATATCAAGAGGAACAAAG
AGCCCAACAACAGGAAGAGTAAGGAGGACTGTGTGGAAATCTATATCAAGAGGAACAAAG
KKK KA A A AR A AR A AR A A A AR A AR A A A A A A A A A A A A A A A A A A A A A AR AR AR AR AR AR KK KK
ACTCGGGGAAATGGAATGATGATGCCTGCCACAAAGCAAAGACAGCCCTCTGCTACACAG
ACTCGGGGAAATGGAATGATGATGCCTGCCACAAAGCAAAGACAGCCCTCTGCTACACAG
ACTCGGGGAAATGGAATGATGATGCCTGCCACAAAGCAAAGACAGCCCTCTGCTACACAG
ACTCGGGGAAATGGAATGATGATGCCTGCCACAAAGCAAAGACAGCCCTCTGCTACACAG
ACTCGGGGAAATGGAATGATGATGCCTGCCACAAAGCAAAGACAGCCCTCTGCTACACAG
KAk Ak hhkhkhkhhkhkhhkhhhhhkhhkhhkhkhhhhkhhkhkhhhhhhkhhkhkhhhhkhhkhkhbhkhkhkhkhkhkhkhhkhhkk
CTTCTTGTAAACCCTGGTCATGCAGCGGCCATGGACAATGTGTGGAAGTCATCAATAATT
CTTCTTGTAAACCCTGGTCATGCAGCGGCCATGGACAATGTGTGGAAGTCATCAATAATT
CTTCTTGTAAACCCTGGTCATGCAGCGGCCATGGACAATGTGTGGAAGTCATCAATAATT
CTTCTTGTAAACCCTGGTCATGCAGCGGCCATGGACAATGTGTGGAAGTCATCAATAATT
CTTCTTGTAAACCCTGGTCATGCAGCGGCCATGGACAATGTGTGGAAGTCATCAATAATT
R IRk Ik kb kb b b b b b b b b b b b b b b b bk b 3k b b b b b b b b b b b b b b b b b kb b b b b b b i
ACACCTGCAACTGTGATTTGGGGTACTACGGGCCTGAGTGTCAGTTCGTGACTCAATGTG
ACACCTGCAACTGTGATTTGGGGTACTACGGGCCTGAGTGTCAGTTCGTGACTCAATGTG
ACACCTGCAACTGTGATTTGGGGTACTACGGGCCCGAGTGTCAGTTCGTGACTCAATGTG
ACACCTGCAACTGTGATTTGGGGTACTACGGGCCTGAGTGTCAGTTCGTGACTCAATGTG
ACACCTGCAACTGTGATTTGGGGTACTACGGGCCTGAGTGTCAGTTCGTGACTCAATGTG
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KA KA A KA KA KA KA KA A KA A KA KA A KA AR A A A KA A A KAKAKAKAKAKAAKN A A KA KA AR A A AR AR AR KRR AR KRR KKK kK

TH TGCCTTTGGAGGCCCCAAAGCTGGGTACCATGGCCTGCACTCACCCTTTGGGGAACTTCA 780

NM 174182.1 TGCCTTTGGAGGCCCCAAAGCTGGGTACCATGGCCTGCACTCACCCTTTGGGGAACTTCA 780
MH TGCCTTTGGAGGCCCCAAAGCTGGGTACCATGGCCTGCACTCACCCTTTGGGGAACTTCA 780
TB TGCCTTTGGAGGCCCCAAAGCTGGGTACCATGGCCTGCACTCACCCTTTGGGGAACTTCA 780
MB TGCCTTTGGAGGCCCCAAAGCTGGGTACCATGGCCTGCACTCACCCTTTGGGGAACTTCA 780
KA KA A KA A KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR A AKX KKK
TH GCTTCATGTCGCAGTGTGCCTTCAACTGC 809
NM 174182.1 GCTTCATGTCGCAGTGTGCCTTCAACTGC 809
MH GCTTCATGTCGCAGTGTGCCTTCAACTGC 809
TB GCTTCATGTCGCAGTGTGCCTTCAACTGC 809
MB GCTTCATGTCGCAGTGTGCCTTCAACTGC 809

ER R R R R R I I I I E h b b b 3 kb ik

Fig. S1. Representative DNA sequence alignment of SELL gene (809-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|NM_174182.1|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.
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AAAGCTTGCGAAGTGAGGCTGAAGTCGGTGCTGCCTGCGCTCGCTCGTCGGCCCTCGACC 48
AAAGCTTGCGAAGTGAGGCTGAAGTCGGTGCTGCCTGCGCTCGCTCGTCGGCCCTCGACC 48
AAAGCTTGCGAAGTGAGGCTGAAGTCGGTGCTGCCTGCGCTCGCTCGTCGGCCCTCGACC 48
AAAGCTTGCGAAGTGAGGCTGAAGTCGGTGCTGCCTGCGCTCGCTCGTCGGCCCTCGACC 60
AAAGCTTGCGAAGTGAGGCTGAAGTCGGTGCTGCCTGCGCTCGCTCGTCGGCCCTCGACC 60
hokkk kK kk Kk ok hhkhk kA Ak khhkhkh kA KKKk hkhhk kA kA Kk khkhkh kX KKKk khkkkk*k & % % Kk k*

GCCGGCTCGCCGCCCGCTCTCTCCGACGTGACGGTAACCCGGGGCCATTGCCTTCCCAGG 120
GCCGGCTCGCCGCCCGCTCTCTCCGACGTGACGGTAACCCGGGGCCATTGCCTTCCCAGG 120
GCCGGCTCGCCGCCCGCTCTCTCCGACGTGACGGTAACCCGGGGCCAGTGCCTTCCCAGG 120
GCCGGCTCGCCGCCCGCTCTCTCCGACGTGACGGTAACCCGGGGCCATTGCCTTCCCAGG 120
GCCGGCTCGCCGCCCGCTCTCTCCGACGTGGCGGTAACCCGGGGCCATTGCCTTCCCAGG 120
hokkkk Kk khkhhkhk kA Ak khhkhkhh kA Ak kkk hA kA XKk hhhk kA X x kK hhhk kA XKk Kk Kk Kk*

TCAGCCGCTGCGCCGGAAGGCGGAAATGCTCAAAATGTCTTCCAATAGTTACGAGGTTTC 180
TCAGCCGCTGCGCCGGAAGGCGGAAATGCTCAAAATGTCTTCCAATAGTTACGAGGTTTC 180
TCAGCCGCTGCGCCGGAAGGCGGAAATGCTCAAAATGTCTTCCAATAGTTACGAGGTTTC 180
TCAGCCGCTGCGCCGGAAGGCGGAAATGCTCAAAATGTCTTCCAATAGTTACGAGGTTTC 180
TCAGCCGCTGCGCCGGAAGGCGGAAATGCTCAAAATGTCTTCCAATAGTTACGAGGTTTC 180
KA AR AR A AR A AR AR A AR A A A AR AR A IR A AR AR A AR A AR AR AR A A A A AR AR A A A A A XAk kK

TATCCCAATGTCAAAAAAACTCAACGGCATTCCAGAGACAACCTCTAAGGACCTGCAGAC 240
TATCCCAATGTCAAAAAAACTCAACGGCATTCCAGAGACAACCTCTAAGGACCTGCAGAC 240
TATCCCAATGTCAAAAAAACTCAACGGCATTCCAGAGACAACCTCTAAGGACCTGCAGAC 240
TATCCCAATGTCAAAAAAACTCAACGGCATTCCAGAGACAACCTCTAAGGACCTGCAGAC 240
TATCCCAATGTCAAAAAAACTCAACGGCATTCCAGAGACAACCTCTAAGGACCTGCAGAC 240
KA AR AR A AR A AR AR A AR A A A AR A KR A IR A AR AR A AR A AR AR AR A A AR AR AR A A A AR Ak kK

ATTAACTGAAGGAGCTGTGTTAAGTTTTCATAACATCTGCTATCGAGTAAAAGTGAAGAC 300
ATTAACTGAAGGAGCTGTGTTAAGTTTTCATAACATCTGCTATCGAGTAAAAGTGAAGAC 300
ATTAACTGAAGGAGCTGTGTTAAGTTTTCATAACATCTGCTATCGAGTAAAAGTGAAGAC 300
ATTAACTGAAGGAGCTGTGTTAAGTTTTCATAACATCTGCTATCGAGTAAAAGTGAAGAC 300
ATTAACTGAAGGAGCTGTGTTAAGTTTTCATAACATCTGCTATCGAGTAAAAGTGAAGAC 300
KA AR AR A AR A A A AR A AR A A A AR AR A IR A AR AR A AR AR AR AR AR A A AR AR A A AR ARk kK

TGGCTTTCTACTTTGTCGGAAAACAATTGAGAAAGAAATACTAGCAAATATCAATGGAGT 360
TGGCTTTCTACTTTGTCGGAAAACAATTGAGAAAGAAATACTAGCAAATATCAATGGAGT 360
TGGCTTTCTACTTTGTCGGAAAACAATTGAGAAAGAAATACTAGCAAATATCAATGGAGT 360
TGGCTTTCTACTTTGTCGGAAAACAATTGAGAAAGAAATACTAGCAAATATCAATGGAGT 360
TGGCTTTCTACTTTGTCGGAAAACAATTGAGAAAGAAATACTAGCAAATATCAATGGAGT 360
KA AR AR A AR A AR AR A AR A A A AR A KR A AR A AR AR A AR A A A AR A AR AR A AR A A A AR A Ak kA k) K

CATGAAACCTGGCCTCAATGCCATTCTGGGACCCACAGGTGGAGGCAAATCTTCGTTGTT 420
CATGAAACCTGGCCTCAATGCCATTCTGGGACCCACAGGTGGAGGCAAATCTTCGTTGTT 420
CATGAAACCTGGCCTCAATGCCATTCTGGGACCCACAGGTGGAGGCAAATCTTCGTTGTT 420
CATGAAACCTGGCCTCAATGCCATTCTGGGACCCACAGGTGGAGGCAAATCTTCGTTGTT 420
CATGAAACCTGGCCTCAATGCCATTCTGGGACCCACAGGTGGAGGCAAATCTTCGTTGTT 420
hokkkkkkkkkhhkhk kA KKk kkhkhkhk kA Kk kkkhkhk kK Kk kkhkhk kA XKk Kk okkkkk* & % % Kk k*

AGATATCTTAGCTGCAAGGAAGGATCCACATGGATTATCTGGAGATGTTTTGATCAATGG 480
AGATATCTTAGCTGCAAGGAAGGATCCACATGGATTATCTGGAGATGTTTTGATCAATGG 480
AGATATCTTAGCTGCAAGGAAGGATCCACATGGATTATCTGGAGATGTTTTGATCAATGG 480
AGATATCTTAGCTGCAAGGAAGGATCCACATGGATTATCTGGAGATGTTTTGATCAATGG 480
AGATATCTTAGCTGCAAGGAAGGATCCACATGGATTATCTGGAGATGTTTTGATCAATGG 480
hokkkkkkkkkhkhkhk kA Ak kkkhkhkk kK Kk kkhkhkkk kK kkkhkhkhkk kX Kk kkkkkk*k & % K KKk kK

AGCACCTCGACCTGCCAATTTTAAATGTAACTCAGGTTATGTGGTACAAGATGATGTTGT 540
AGCACCTCGACCTGCCAATTTTAAATGTAACTCAGGTTATGTGGTACAAGATGATGTTGT 540
AGCACCTCGACCTGCCAATTTTAAATGTAACTCAGGTTATGTGGTACAAGATGATGTTGT 540
AGCACCTCGACCTGCCAATTTTAAATGTAACTCAGGTTATGTGGTACAAGATGATGTTGT 540
AGCACCTCGACCTGCCAATTTTAAATGTAACTCAGGTTATGTGGTACAAGATGATGTTGT 540
hokkkkkkkkkkhkhkk kA kkkkhkhk kA kK kkkhkhkk Ak Ak kkkkhkk kX kK kokkkkk*k & % KKKk kK

GATGGGAACTCTGACAGTGAGAGAAAACTTACAGTTCTCAGCAGCCCTTCGGCTTCCAAC 600
GATGGGAACTCTGACAGTGAGAGAAAACTTACAGTTCTCAGCAGCCCTTCGGCTTCCAAC 600
GATGGGAACTCTGACAGTGAGAGAAAACTTACAGTTCTCAGCAGCCCTTCGGCTTCCAAC 600
GATGGGAACTCTGACAGTGAGAGAAAACTTACAGTTCTCAGCAGCCCTTCGGCTTCCAAC 600
GATGGGAACTCTGACAGTGAGAGAAAACTTACAGTTCTCAGCAGCCCTTCGGCTTCCAAC 600
hokkkkkkkkkkhkhkk kKK kkkhkhkkk kA kkkkhkhkkk kK kkkkkk kXK Kk kokkkkk* % %Kk KkKk*

AACTATGACAAGTTACGAAAAAAATGAACGGATTAACAAGGTTATTCAAGAGTTAGGTCT 660
AACTATGACAAGTTACGAAAAAAATGAACGGATTAACAAGGTTATTCAAGAGTTAGGTCT 660
AACTATGACAAGTTACGAAAAAAATGAACGGATTAACAAGGTTATTCAAGAGTTAGGTCT 660



B AACTATGACAAGTTACGAAAAAAATGAACAGATTAACAAGGTTATTCAAGAGTTAGGTCT 660

MB AACTATGACAAGTTACGAAAAAAATGAACGGATTAACAAGGTTATTCAAGAGTTAGGTCT 660
KAKKAAKNAIAAA A A AKNA XA KA AAIAKAA KA R A AKX Ak A h A A A A A A A A Ak A Ak Ak Ak kA Ak hh kK

EU570105.1 GGATAAAGTGGCAGATTCCAAGGTTGGAACTCAGTTTATCCGTGGTGTGTCTGGAGGAGA 720

TH GGATAAAGTGGCAGATTCCAAGGTTGGAACTCAGTTTATCCGTGGTGTGTCTGGAGGAGA 720

MH GGATAAAGTGGCAGATTCCAAGGTTGGAACTCAGTTTATCCGTGGTGTGTCTGGAGGAGA 720

TB GGATAAAGTGGCAGATTCCAAGGTTGGAACTCAGTTTATCCGTGGTGTGTCTGGAGGAGA 720

MB GGATAAAGTGGCAGATTCCAAGGTTGGAACTCAGTTTATCCGTGGTGTGTCTGGAGGAGA 720
KA A A AR A A A A A A AR A AR A A A AR AR A IR A A A AR A A A A A A AR AR AR A A A A A A Ak A A Ak kK

EU570105.1 AAGAAAAAGGACTAGTATTGCAATGGAGCTTATTAC 756

TH AAGAAAAAGGACTAGTATTGCAATGGAGCTTATTAC 756

MH AAGAAAAAGGACTAGTATTGCAATGGAGCTTATTAC 756

TB AAGAAAAAGGACTAGTATTGCAATGGAGCTTATTAC 756

MB AAGAAAAAGGACTAGTATTGCAATGGAGCTTATTAC 756

kA rkhkkhkhkhkhkkrhkkhkrkhkkhkrhkhkhkhkhkhkhkrhkkhhkkhkhkhkxkkx

Fig. S2. Representative DNA sequence alignment of ABCG2 gene (756-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|EU570105.1|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant Brown
Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



NM 174652.2 GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60

TH GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60
MH GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60
TB GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60
MB GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60
R R R R R R R I b I I I I R R R I R R I I b E b I b b dE E dE b b b b b b b b 3 i i
NM 174652.2 GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
TH GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
MH GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
TB GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
MB GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
KA KK KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A XA A KA AKX KKK
NM 174652.2 CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180
TH CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180
MH CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180
TB CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCGCCTCCCGGAGGGACCTACCT 180
MB CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180
R R R R R I R I E I R R I R I I b E E b I b b b S b b b E E b b b b b b b b b b i i
NM 174652.2 AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240
TH AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240
MH AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGCGGAAGCTGTG 240
TB AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTGCATTCAGCCTGAGGAAGCTGTG 240
MB AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240
KAKXKKAKAKAKAAAA AKX AKX AKX AKX AKX A AKX AAAAAXAKAKAKAAKAAKX AXAXXAXAXAXAXAKAXAKX XXX XAXAXAXAKA KK
NM 174652.2 GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
TH GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
MH GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
TB GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
MB GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
R R R R R R R R R R R R R R R R R R R R R I
NM 174652.2 GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTCAAACTGCTCTGGGTGCTGCTGTGGGC 360
TH GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTCAAACTGCTCTGGGTGCTGCTGTGGGC 360
MH GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTCAAACTGCTCTGGGTGCTGCTGTGGGC 360
TB GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTCAAACTGCTCTGGGTGCTGCTGTGGGC 360
MB GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTCAAACTGCTCTGGGTGCTGCTGTGGGC 360
KKK KA A A A A A A A A A A A A A A AR AR A A A A A A A A A A A A A A KA A A A A A A KA A AR AR AR AR AR KA KA K
NM 174652.2 CACAGTGTTGGGCTTGCTTTGCCAGCGACTGGCTGCCCGGCTGGGCGTGGTGACAGGCAA 420
TH CACAGTGTTGGGCTTGCTTTGCCAGCGACTGGCTGCCCGGCTGGGCGTGGTGACAGGCAA 420
MH CACAGTGTTGGGCTTGCTTTGCCAGCGACTGGCTGCCCGGCTGGGCGTGGTGACAGGCAA 420
TB CACAGTGTTGGGCTTGCTTTGCCAGCGACTGGCTGCCCGGCTGGGCGTGGTGACAGGCAA 420
MB CACAGTGTTGGGCTTGCTTTGCCAGCGACTGGCTGCCCGGCTGGGCGTGGTGACAGGCAA 420
R R R R R R R R R R R R R R R R R R R R R R R
NM 174652.2 GGACTTGGGCGAGGTCTGCCATCTCTACTA 450
TH GGACTTGGGCGAGGTCTGCCATCTCTACTA 450
MH GGACTTGGGCGAGGTCTGCCATCTCTACTA 450
TB GGACTTGGGCGAGGTCTGCCATCTCTACTA 450
MB GGACTTGGGCGAGGTCTGCCATCTCTACTA 450

Rk kb b kb bk bk b b b b kb h b bk

Fig. S3. Representative DNA sequence alignment of SLC11A1 gene (450-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|NM_174652.2|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.
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GATTGGACCGTCTCAATTATACAAACATGACTTCATGTGATGTCAGCTGAATGTAAAAGA
GATTGGACCGTCTCAATTATACAAACATGACTTCATGTGATGTCAGCTGAATGTAAAAGA
GATTGGACCGTCTCAATTATACAAACATGACTTCATGTGATGTCAGCTGAATGTAAAAGA
GATTGGACCGTCTCAATTATACAAACATGACTTCATGTGATGTCAGCTGAATGTAAAAGA
GATTGGACCGTCTCAATTATACAAACATGACTTCATGTGATGTCAGCTGAATGTAAAAGA
R R R R R R R I I R R R I I I R R b I h E E b b b E E b b b b b b b b b i i
CAGTGATCTCACGCGGAGGGGAAGATGTTTGCCATCAAAATGTGACAGAGGAGACAGGCT
CAGTGATCTCACGCGGAGGGGAAGATGTTTGCCATCAAAATGTGACAGAGGAGACAGGCT
CAGTGATCTCACGCGGAGGGGAAGATGTTTGCCATCAAAATGTGACAGAGGAGACAGGCT
CAGTGATCTCACGCGGAGGGGAAGATGTTTGCCATCAAAATGTGACAGAGGAGACAGGCT
CAGTGATCTCACGCGGAGGGGAAGATGTTTGCCATCAAAATGTGACAGAGGAGACAGGCT
KA KA KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR KA KA XA KA KKK
GCATGGCTCGGACCGCATCTCCTTGGCGGTGGGGGAAAGAGACTTAGAGGAGAGAGGCTG
GCATGGCTCGGACCGCATCTCCTTGGCGGTGGGGGAAAGAGACTTAGAGGAGAGAGGCTG
GCATGGCTCGGACCGCATCTCCTTGGCGGTGGGGGAAAGAGACTTAGAGGAGAGAGGCTG
GCATGGCTCGGACCGCATCTCCTTGGCGGTGGGGGAAAGAGACTTAGAGGAGAGAGGCTG
GCATGGCTCGGACCGCATCTCCTTGGCGGTGGGGGAAAGAGACTTAGAGGAGAGAGGCTG
R R R R R R R R R R I I R I b b b I b R E b b b b b b b b b b i i
CGCCCTGGCCCAGTCCGGTACGACTCGGCTCGGCGCGCCATGGCAAGCTCGGCTTCCCTG
CGCCCTGGCCCAGTCCGGTACGACTCGGCTCGGCGCGCCATGGCAAGCTCGGCTTCCCTG
CGCCCTGGCCCAGTCCGGTACGACTCGGCTCGGCGCGCCATGGCAAGCTCGGCTTCCCTG
CGCCCTGGCCCAGTCCGGTACGACTCGGCTCGGCGCGCCATGGCAAGCTCGGCTTCCCTG
CGCCCTGGCCCAGTCCGGTACGACTCGGCTCGGCGCGCCATGGCAAGCTCGGCTTCCCTG
KA KA AR A AR AR A A A A A A A A A A A A A A A A A A A A A A A A AR KA AR A A A A A A AR AR AR AR AKX K KK
GAGACCATGGTGCCCCCGGCCTGCCCGCGCGCAGGAGCGTCGCCGGCCACTTCCAAGACT
GAGACCATGGTGCCCCCGGCCTGCCCGCGCGCAGGAGCGTCGCCGGCCACTTCCAAGACT
GAGACCATGGTGCCCCCGGCCAGCCCGCGCGCAGGAGCGTCGCCGGCCACTTCCAAGACT
GAGACCATGGTGCCCCCGGCCTACCCGCGCGCAGGAGCGTCGCCGGCCACTTCCAAGACT
GAGACCATGGTGCCCCCGGCCAGCCCGCGCGCAGGAGCGTCGCCGGCCACTTCCAAGACT
R R R R R R R R RR R R R R R R R R I R
CTGGCCTTTTCCATCGAGCGCATCATGGCTAAGACGTCGGAGCCCCGCGCGCCCTTTGAG
CTGGCCTTTTCCATCGAGCGCATCATGGCTAAGACGTCGGAGCCCCGCGCGCCCTTTGAG
CTGGCCTTTTCCATCGAGCGCATCATGGCTAAGACGTCGGAGCCCCGCGCGCCCTTTGAG
CTGGCCTTTTCCATCGAGCGCATCATGGCTAAGACGTCGGAGCCCCGCGCGCCCTTTGAG
CTGGCCTTTTCCATCGAGCGCATCATGGCTAAGACGTCGGAGCCCCGCGCGCCCTTTGAG
KKK KA A A AR A AR A AR A A A A A A A AR A A A A A A A A A A A A A A A A A A A A A A A AR AR AR AN KA KN KA A K
CCCCGGCCGGGGGCACTGGAGGCGGATAGCGGCCAGGGCAAGAAATTGCTCAACCTCTGC
CCCCGGCCGGGGGCACTGGAGGCGGATAGCGGCCAGGGCAAGAAATTGCTCAACCTCTGC
CCCCGGCCGGGGGCACTGGAGGCGGATAGCGGCCAGGGCAAGAAATTGCTCAACCTCTGC
CCCCGGCCGGGGGCACTGGAGGCGGATAGCGGCCAGGGCAAGAAATTGCTCAACCTCTGC
CCCCGGCCGGGGGCACTGGAGGCGGATAGCGGCCAGGGCAAGAAATTGCTCAACCTCTGC
R R R R R R R R R R R R R R R R R R R R R R R R
TCGCCGCTGCCCTGTATGATCCCCCTCCAGCCCCTAGGCTACGAGATGCCGTCCAAGACG
TCGCCGCTGCCCTGTATGATCCCCCTCCAGCCCCTAGGCTACGAGATGCCGTCCAAGACG
TCGCCGCTGCCCTGTATGATCCCCCTCCAGCCCCTAGGCTACGAGATGCCGTCCAAGACG
TCGCCGCTGCCCTGTATGATCCCCCTCCAGCCCCTAGGCTACGAGATGCCGTCCAAGACG
TCGCCGCTGCCCTGTATGATCCCCCTCCAGCCCCTAGGCTACGAGATGCCGTCCAAGACG
KKK KA A A AR A A A AR A A A A A A A AR A A A A A A A A A A A A A A A A A A A A AR AR AR A AR AR KRR KK KK
CTGCTCAGTTACTCTGAGCTCTGGAAAAGCAGCCTCCGGGCGGGCGGCAGCGGCGGCGGA
CTGCTCAGTTACTCTGAGCTCTGGAAAAGCAGCCTCCGGGCGGGCGGCAGCGGCGGCGGA
CTGCTCAGTTACTCTGAGCTCTGGAAAAGCAGCCTCCGGGCGGGCGGCAGCGGCGGCGGA
CTGCTCAGTTACTCTGAGCTCTGGAAAAGCAGCCTCCGGGCGGGCGGCAGCGGCGGCGGA
CTGCTCAGTTACTCTGAGCTCTGGAAAAGCAGCCTCCGGGCGGGCGGCAGCGGCGGCGGA
KKK KA A A A A AR A A A A A A A A A A AR A A A A A A A A A A A A A A A A A A A A A AR AR AR AR AR AR KK KK
GGAGGAGGTGGAGGCGGCGGTGGGGGGGCCCCGGTGTGCGGCGCCAGCGGCTTGTGCAAA
GGAGGAGGTGGAGGCGGCGGTGGGGGGGCCCCGGTGTGCGGCGCCAGCGGCTTGTGCAAA
GGAGGAGGTGGAGGCGGCGGTGGGGGGGCCCCGGTGTGCGGCGCCAGCGGCTTGTGCAAA
GGAGGAGGTGGAGGCGGCGGTGGGGGGGCCCCGGTGTGCGGCGCCAGCGGCTTGTGCAAA
GGAGGAGGTGGAGGCGGCGGTGGGGGGGCCCCGGTGTGCGGCGCCAGCGGCTTGTGCAAA
KAk Ak hhkhhkhhkhkhhkhhkhhhkhhkhhkhkhhkhhkhhkhhhhhhhkhhhkhhkhhkhkhkhkhbhkhkhkhkhkhk Ak khkk
ACCAACTGTGGCGTGTGCTGCAAGGCCGAGCTGGGCCTGGTACCGTCGGCGCTGCCCGCG
ACCAACTGTGGCGTGTGCTGCAAGGCCGAGCTGGGCCTGGTACCGTCGGCGCTGCCCGCG
ACCAACTGTGGCGTGTGCTGCAAGGCCGAGCTGGGCCTGGTACCGTCGGCGCTGCCCGCG
ACCAACTGTGGCGTGTGCTGCAAGGCCGAGCTGGGCCTGGTACCGTCGGCGCTGCCCGCG
ACCAACTGTGGCGTGTGCTGCAAGGCCGAGCTGGGCCTGGTACCGTCGGCGCTGCCCGCG
R IRk kb b b b b b b b b b b b b b b b b b b b b b b bk b b b b b b b b b b b b b b b b b b b b b i i
GGCAGGGTCATCAAGCCGCAGGTCATCAACCAGGCTGTGGGGCTTCCGGCCAGCGGTTCG
GGCAGGGTCATCAAGCCGCAGGTCATCAACCAGGCTGTGGGGCTTCCGGCCAGCGGTTCG
GGCAGGGTCATCAAGCCGCAGGTCATCAACCAGGCTGTGGGGCTTCCGGCCAGCGGTTCG
GGCAGGGTCATCAAGCCGCAGGTCATCAACCAGGCTGTGGGGCTTCCGGCCAGCGGTTCG
GGCAGGGTCATCAAGCCGCAGGTCATCAACCAGGCTGTGGGGCTTCCGGCCAGCGGTTCG
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NM 001038198.2 CTCTACTACTTCAACTACCTGGACTCCGCCACTTACCCGTCGTCTGAGCTCCTCGGCGGC 780

TH CTCTACTACTTCAACTACCTGGACTCCGCCACTTACCCGTCGTCTGAGCTCCTCGGCGGC 780
MH CTCTACTACTTCAACTACCTGGACTCCGCCACTTACCCGCCGTCTGAGCTCCTCGGCGGC 780
TB CTCTACTACTTCAACTACCTGGACTCCGCCACTTACCCGCCGTCTGAGCTCCTCGGCGGC 780
MB CTCTACTACTTCAACTACCTGGACTCCGCCACTTACCCGCCGTCTGAGCTCCTCGGCGGC 780
KAKKA AKX AKX AKX AKX A A AKX A A A A A A AKX XA A A A AAXAAAAAAAKXN AKX XA AKX XA XA XA XA XA XA XA KKK K
NM 001038198.2 CACCTCTTCCCGTCCGGTCTCCTCAACACACAG 813
TH CACCTCTTCCCGTCCGGTCTCCTCAACACACAG 813
MH CACCTCTTCCCGTCCGGTCTCCTCAACACACAG 813
TB CACCTCTTCCCGTCCGGTCTCCTCAACACACAG 813
MB CACCTCTTCCCGTCCGGTCTCCTCAACACACAG 813

ER R R R I I I I R I b b b b b b h E b b b b b b b 3

Fig. S4. Representative DNA sequence alignment of FEZL gene (813-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|NM_001038198.2|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



NM 174615.2 GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60

TH GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60

MH GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60

TB GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60

MB GCTTGCCATGCCCGTGAGGGGCTGCCCGGCACGCCAGCCACTCGCACAGAGAGTGCCCGA 60
R R R R R b I I b b h S E E S E E E S b h kb E b b S h E E b b b b b h E b b b b b b b b b 3 b b O 3

NM 174615.2 GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120

TH GCCTGCGGTCCTCATGTCAGGTGACACAGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120

MH GCCTGCGGTCCTCATGTCAGGTGACACGGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120

TB GCCTGCGGTCCTCATGTCAGGTGACACAGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120

MB GCCTGCGGTCCTCATGTCAGGTGACACAGGCCCCCCAAAGCAGGGAGGGACCAGATATGG 120
AKAKXKKA KA KA AKX AKX KA AKX KA A AKX KAAKAAAAAKXN AKX KA A A A A A A AAAAAAAAAAAAA A AN A A AN AKX

NM 174615.2 CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180

TH CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCGCCTCCCGGAGGGACCTACCT 180

MH CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180

TB CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCGCCTCCCGGAGGGACCTACCT 180

MB CTCCATCTCCAGCCCACCCAGTCCAGAGCCACAGCAAGCACCTCCCGGAGGGACCTACCT 180
R R R R R R R i I I E R I I I b b b E E b b I b b S b b b h E b b b b b Sh b b h 3 S S

NM 174615.2 AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240

TH AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240

MH AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240

TB AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTGCATTCAGCCTGCGGAAGCTGTG 240

MB AAGTGAGAAGATCCCCATTCCGGATACAGAATCGGGTACATTCAGCCTGAGGAAGCTGTG 240
KAKXKKAKAKAKAAAA AKX AKX AKX AKX AKX A AKX AAAAAXAKAKAKAAKAAKX AXAXXAXAXAXAXAKAXAKX XXX XAXAXAXAKA KK

NM 174615.2 GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300

TH GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300

MH GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300

TB GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300

MB GGCCTTCACGGGGCCTGGATTCCTCATGAGCATCGCATTCCTGGACCCAGGAAACATTGA 300
R R R R R R R R R R R R R R R R R R R R R I

NM 174615.2 GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTC 334

TH GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTC 334

MH GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTC 334

TB GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTC 334

MB GTCGGATCTTCAGGCTGGGGCTGTGGCTGGATTC 334

RR Rk kb b bk bk b b b b b b b b kb b b b b kb b b b i

Fig. S5. Representative DNA sequence alignment of SOD1 gene (334-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|NM_174615.2|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



MK423993.1 CTATCCTGACACTCACCGCCACCGCCTGGGACCCAACTATCTCCAGATACCTGTGAACTG 60

TH CTATCCTGACACTCACCGCCACCGCCTGGGACCCAACTATCTCCAGATACCTGTGAACTG 60
MH CTATCCTGACACTCACCGCCACCGCCTGGGACCCAACTATCTCCAGATACCTGTGAACTG 60
TB CTATCCTGACACTCACCGCCACCGCCTGGGACCCAACTATCTCCAGATACCTGTGAACTG 60
MB CTATCCTGACACTCACCGCCACCGCCTGGGACCCAACTATCTCCAGATACCTGTGAACTG 60
hokkk kK kkkkhhkhk kA KAk hhkhkhh kA KKk hhkhk kA kA Ak kkhhk kA KKKk khkhh kA& K % Kk kK
MK423993.1 TCCCTACCGTGCTCGAGTGGCCAACTACCAGCGTGACGGCCCCATGTGCATGATGGACAA 120
TH TCCCTACCGTGCTCGAGTGGCCAACTACCAGCGTGACGGCCCCATGTGCATGATGGACAA 120
MB TCCCTACCGTGCTCGAGTGGCCAACTACCAGCGTGACGGCCCCATGTGCATGATGGACAA 120
B TCCCTACCGTGCTCGAGTGGCCAACTACCAGCGTGACGGCCCCATGTGCATGATGGACAA 120
MB TCCCTACCGTGCTCGAGTGGCCAACTACCAGCGTGACGGCCCCATGTGCATGATGGACAA 120
hokkk kK kkkkhkhhk kA KAk hhkhkhh kA KKk khkhk kA XAk kkhh kA KKKk hkhkhhk kK& K KKk k*
MK423993.1 TCAGGGTGGGGCTCCAAATTACTACCCCAATAGCTTTAGTGCTCCCGAGCATCAGCCTTC 180
TH TCAGGGTGGGGCTCCAAATTACTACCCCAATAGCTTTAGTGCTCCCGAGCATCAGCCTTC 180
MH TCAGGGTGGGGCTCCAAATTACTACCCCAATAGCTTTAGTGCTCCCGAGCATCAGCCTTC 180
TB TCAGGGTGGGGCTCCAAATTACTACCCCAATAGCTTTAGTGCTCCCGAGCATCAGCCTTC 180
MB TCAGGGTGGGGCTCCAAATTACTACCCCAATAGCTTTAGTGCTCCCGAGCATCAGCCTTC 180
KA AR AR A AR AR A AR AR A AR A AR AR A AR A AR AR A AR A R A AR AR AR A A A AR A AR A ARk kK
MK423993.1 TGCCCTGGAACACAGGACCCACTTCTCTGGGGATGTACAGCGCTTCAACAGTGCCAACGA 240
TH TGCCCTGGAACACAGGACCCACTTCTCTGGGGATGTACAGCGCTTCAACAGTGCCAACGA 240
MH TGCCCTGGAACACAGGACCCATTTCTCTGGGGATGTACAGCGCTTCAACAGTGCCAACGA 240
TB TGCCCTGGAACACAGGACCCACTTCTCTGGGGATGTACAGCGCTTCAACAGTGCCAACGA 240
MB TGCCCTGGAACACAGGACCCATTTCTCTGGGGATGTACAGCGCTTCAACAGTGCCAACGA 240
KAKXKAKRKAAKAAKRKAAKRAXAKA A KA KX A XA I AAAA AR A IA A A A A AR AR A A A A AR A A AR A XA XAk kK
MK423993.1 TGACAATGTCACTCAGGTGCGGACTTTC 268
TH TGACAATGTCACTCAGGTGCGGACTTTC 268
MH TGACAATGTCACTCAGGTGCGGACTTTC 268
TB TGACAATGTCACTCAGGTGCGGACTTTC 268
MB TGACAATGTCACTCAGGTGCGGACTTTC 268

KAKR KAk KA A AA A A A A A A A Ak A A AKXk A XAk k%

Fig. S6. Representative DNA sequence alignment of CAT gene (268-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|MK423993.1|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant Brown
Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



NM 174076.3 GGTCGCCCGCCTTTTAAAAGCAGGCGCTTCCCGACCCCCTTGTTCTTCAAGTCCGCGGCG 60

TH GGTCGCCCGCCTTTTAAAAGCAGGCGCTTCCCGACCCCCTTGTTCTTCAAGTCCGCGGCG 60
MH GGTCGCCCGCCTTTTAAAAGCAGGCGCTTCCCAACCCCCTTGTTCTTCAAGTCCGCGGCG 60
TB GGTCGCCCGCCTTTTAAAAGCAGGCGCTTCCCGACCCCCTTGTTCTTCAAGTCCGCGGCG 60
MB GGTCGCCCGCCTTTTAAAAGCAGGCGCTTCCCGACCCCCTTGTTCTTCAAGTCCGCGGCG 60
R R R R R E bk I b E b b b b b h S h h S h E b b h kb S b b b Sh b b h b h b S R E S b E Sk h b S h 3 b S
NM 174076.3 CTCTGCTCTGGATTCGGAAACGGATACCATGTGCGCCGCTCAGCGCTCGGCGGCCGCCCT 120
TH CTCTGCTCTGGATTCGGAAACGGATACCATGTGCGCCGCTCAGCGCTCGGCGGCCGCCCT 120
MH CTCTGCTCTGGATTCGGAAACGGATACCATGTGCGCCGCTCAGCGCTCGGCGGCCGCCCT 120
TB CTCTGCTCTGGATTCGGAAACGGATACCATGTGCGCCGCTCAGCGCTCGGCGGCCGCCCT 120
MB CTCTGCTCTGGATTCGGAAACGGATACCATGTGCGCCGCTCAGCGCTCGGCGGCCGCCCT 120
KA KK A KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AR AR A AR AR KK KK
NM 174076.3 GGCGGCGGCAGCCCCGCGCACAGTGTACGCCTTCTCCGCGCGCCCTCTGGCCGGCGGGGA 180
TH GGCGGCGGCAGCCCCGCGCACAGTGTACGCCTTCTCCGCGCGCCCTCTGGCCGGCGGGGA 180
MH GGCGGCGGCAGCCCCGCGCACAGTGTACGCCTTCTCCGCGCGCCCTCTGGCCGGCGGGGA 180
TB GGCGGCGGCAGCCCCGCGCACAGTGTACGCCTTCTCCGCGCGCCCTCTGGCCGGCGGGGA 180
MB GGCGGCGGCAGCCCCGCGCACAGTGTACGCCTTCTCCGCGCGCCCTCTGGCCGGCGGGGA 180
R R R R R R R R R R R I R R R I I b b b E b E E b b b b b b b b b b b i i
NM 174076.3 GCCCTTCAACCTGTCCTCCCTGCGGGGCAAGGTGCTGCTCATTGAGAACGTAGCATCGCT 240
TH GCCCTTCAACCTGTCCTCCCTGCGGGGCAAGGTGCTGCTCATTGAGAACGTAGCATCGCT 240
MH GCCCTTCAACCTGTCCTCCCTGCGGGGCAAGGTGCTGCTCATTGAGAACGTAGCATCGCT 240
TB GCCCTTCAACCTGTCCTCCCTGCGGGGCAAGGTGCTGCTCATTGAGAACGTAGCATCGCT 240
MB GCCCTTCAACCTGTCCTCCCTGCGGGGCAAGGTGCTGCTCATTGAGAACGTAGCATCGCT 240
KKK AR A A A A AR A A A A A A A A A A AR A A A A A A A A A A A A A A KA A A KA A A A A A A A A A AR AN AKX K A K
NM 174076.3 CTGAGGCACAACGGTGCGGGACTACACCCAGATGAATGACCTGCAGCGGCGCCTTGGACC 300
TH CTGAGGCACAACGGTGCGGGACTACACCCAGATGAATGACCTGCAGCGGCGCCTTGGACC 300
MH CTGAGGCACAACGGTGCGGGACTACACCCAGATGAATGACCTGCAGCGGCGCCTTGGACC 300
TB CTGAGGCACAACGGTGCGGGACTACACCCAGATGAATGACCTGCAGCGGCGCCTTGGACC 300
MB CTGAGGCACAACGGTGCGGGACTACACCCAGATGAATGACCTGCAGCGGCGCCTTGGACC 300
R R R R R R R R R R R R R R R R R R R R R
NM 174076.3 CCGGGGCCTGGTCGTGCTCGGCTTCCCCTGCAACCAGTTTGGGCATCAGGAAAACGCCAA 360
TH CCGGGGCCTGGTCGTGCTCGGCTTCCCCTGCAACCAGTTTGGGCATCAGGAAAACGCCAA 360
MH CCGGGGCCTGGTCGTGCTCGGCTTCCCCTGCAACCAGTTTGGGCATCAGGAAAACGCCAA 360
TB CCGGGGCCTGGTCGTGCTCGGCTTCCCCTGCAACCAGTTTGGGCATCAGGAAAACGCCAA 360
MB CCGGGGCCTGGTCGTGCTCGGCTTCCCCTGCAACCAGTTTGGGCATCAGGAAAACGCCAA 360
R Rk kS bk b kb kb b b b b bk b b bk b kb b b bk kb R R b b R b b R R b R b kb b b
NM 174076.3 GAACGAGGAGATCCTGAATTGCCTGAAGTACGTCCGACCAGGCGGCGGGTTCGAGCCCAA 420
TH GAACGAGGAGATCCTGAATTGCCTGAAGTACGTCCGACCAGGCGGCGGGTTCGAGCCCAA 420
MH GAACGAGGAGATCCCGAATTGCCTGAAGTACGTCCGACCAGGCGGCGGGTTCGAGCCCAA 420
TB GAACGAGGAGATCCTGAATTGCCTGAAGTACGTCCGACCAGGCGGCGGGTTCGAGCCCAA 420
MB GAACGAGGAGATCCTGAATTGCCTGAAGTACGTCCGACCAGGCGGCGGGTTCGAGCCCAA 420
R EEEEEEEEEEEEIEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE RS
NM 174076.3 CTTTATGCTCTTCGAAAAGTGCGAGGTGAATGGCGAGAAGGCGCATCCGCTCTTCGCCTT 480
TH CTTTATGCTCTTCGAAAAGTGCGAGGTGAATGGCGAGAAGGCGCATCCGCTCTTCGCCTT 480
MH CTTTATGCTCTTCGAAAAGTGCGAGGTGAATGGCGAGAAGGCGCATCCGCTCTTCGCCTT 480
TB CTTTATGCTCTTCGAAAAGTGCGAGGTGAATGGCGAGAAGGCGCATCCGCTCTTCGCCTT 480
MB CTTTATGCTCTTCGAAAAGTGCGAGGTGAATGGCGAGAAGGCGCATCCGCTCTTCGCCTT 480
R Rk kb b b b b b b b b b b b b b R Rk b R R
NM 174076.3 CCTTCGGGAGGTTCTGCCCACGCCAAGTGACGACGCCACTGCTCTCATGACCGA 534
TH CCTTCGGGAGGTTCTGCCCACGCCAAGTGACGACGCCACTGCTCTCATGACCGA 534
MH CCTTCGGGAGGTTCTGCCCACGCCAAGTGACGACGCCACTGCTCTCATGACCGA 534
TB CCTTCGGGAGGTTCTGCCCACGCCAAGTGACGACGCCACTGCTCTCATGACCGA 534
MB CCTTCGGGAGGTTCTGCCCACGCCAAGTGACGACGCCACTGCTCTCATGACCGA 534

R gk h kb bk bk b b b b b b b b b b b b b h b b b b bk bk R R b b R b b

Fig. S7. Representative DNA sequence alignment of GPX1 gene (534-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|NM_174076.3|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



XM 005210409.4 TAAGAATTGTTTAAACTGAAAAAATAAGAAATTTTGTAATTTAAATGTACACTATGATTT 60

TH TAAGAATTGTTTAAACTGAAAAAATAAGAAATTTTGTAATTTAAATGTACACTATGATTT 60
MH TAAGAATTGTTTAAACTGAAAAAATAAGAAATTTTGTAATTTAAATGTACACTATGATTT 60
B TAAGAATTGTTTAAACTGAAAAAATAAGAAATTTTGTAATTTAAATGTACACTATGATTT 60
MB TAAGAATTGTTTAAACTGAAAAAATAAGAAATTTTGTAATTTAAATGTACACTATGATTT 60
hokkkkhkkk kA Kk kkkkkhkhkhkhkhk kA Ak KKKk kkkkkhkhkhk kA kA kKA Kk kkkkkhkhkhkkkk*k %
XM 005210409.4 GGTTGTATACTCTCAAACAGCTTCTACTTCCCACCCCCAAGTTGCTTTTATTTAGTGAAC 120
TH GGTTGTATACTCTCAAACAGCTTCTACTTCCCACCCCCAAGTTGCTTTTATTTAGTGAAC 120
MH GGTTGTATACTCTCAAACAGCTTCTACTTCCCACCCCCAAGTTGCTTTTATTTAGTGAAC 120
TB GGTTGTATACTCTCAAACAGCTTCTACTTCCCACCCCCAAGTTGCTTTTATTTAGTGAAC 120
MB GGTTGTATACTCTCAAACAGCTTCTACTTCCCACCCCCAAGTTGCTTTTATTTAGTGAAC 120
R R R R R R R R R R R R R R
XM 005210409.4 AATTGTCGTCTTTTATTTTTCTTGAGTCTTAATATCTTTAGTGGGAAGTGTCCTAGGAAT 180
TH AATTGTCGTCTTTTATTTTTCTTGAGTCTTAATATCTTTAGTGGGAAGTGTCCTAGGAAT 180
MH AATTGTCGTCTTTTATTTTTCTTGAGTCTTAATATCTTTAGTGGGAAGTGTCCTAGGAAT 180
B AATTGTCGTCTTTTATTTTTCTTGAGTCTTAATATCTTTAGTGGGAAGTGTCCTAGGAAT 180
MB AATTGTCGTCTTTTATTTTTCTTGAGTCTTAATATCTTTAGTGGGAAGTGTCCTAGGAAT 180
hokkkkhkkk kK KAk kkkkhkhkhkhk kA A kKA Ak kkkkkhkhkhkhk kA kA KKk kkkkkhkhkhkhk kA kk* %
XM 005210409.4 TCTGATGAAAAGTACAGCAAGATTAAAATATTGATAATTATTAGCAAGTATAATACTGCT 240
TH TCTGATGAAAAGTACAGCAAGATTAAAATATTGATAATTATTAGCAAGTATAATACTGCT 240
MH TCTGATGAAAAGTACAGCAAGATTAAAATATTGATAATTATTAGCAAGTATAATACTGCT 240
B TCTGATGAAAAGTACAGCAAGATTAAAATATTGATAATTATTAGCAAGTATAATACTGCT 240
MB TCTGATGAAAAGTACAGCAAGATTAAAATATTGATAATTATTAGCAAGTATAATACTGCT 240
R R R R R R R R
XM 005210409.4 TTGAACTTAAAATACGTTTATAACAAGCATATAAAGGTCATACACAAAATATACTTTAAA 300
TH TTGAACTTAAAATACGTTTATAACAAGCATATAAAGGTCATACACAAAATATACTTTAAA 300
MH TTGAACTTAAAATACTTTTATAACAAGCATATAAAGGTCATACACAAAATATACTTTAAA 300
B TTGAACTTAAAATACTTTTATAACAAGCATATAAAGGTCATACACAAAATATACTTTGAA 300
MB TTGAACTTAAAATACGTTTATAACAAGCATATAAAGGTCATACACAAAATATACTTTAAA 300
hokkkhkhkkhkkk Ak kkk Hhkkhkhkhkhhkk Ak kkkkkkkhkhkhk kA kkkkkkkkkkkkkkkx* **
XM 005210409.4 GTGTCCAAAAATCTGAATCTATTTTCATGTGTATACAGACAGAAATCATGTTTTTAATAA 360
TH GTGTCCAAAAATCTGAATCTATTTTCATGTGTATACAGACAGAAATCATGTTTTTAATAA 360
MH GTGTCCAAAAATCTGAATCTATTTTCATGTGTATACAGACAGAAATCATGTTTTTAATAA 360
B GTGTCCAAAAATCTGAATCTATTTTCATGTGTATACAGACAGAAATCATGTTTTTAATAA 360
MB GTGTCCAAAAATCTGAATCTATTTTCATGTGTATACAGACAGAAATCATGTTTTTAATAA 360
R R R R R R B R R
XM 005210409.4 TGGAAATGGGATAGCTCATAAAAATTAAAATTAAGGTGTTTTGGACTATTTTATTAAGTA 420
TH TGGAAATGGGATAGCTCATAAAAATTAAAATTAAGGTGTTTTGGACTATTTTATTAAGTA 420
MH TGGAAATGGGATAGCTCATAAAAATTAAAATTAAGGTGTTTTGGACTATTTTATTAAGTA 420
B TGGAAATGGGATAGCTCATAAAAATTAAAATTAAGGTGTTTTGGACTATTTTATTAAGTA 420
MB TGGAAATGGGATAGCTCATAAAAATTAAAATTAAGGTGTTTTGGACTATTTTATTAAGTA 420
hokkkkkkkkk Ak kkkkkkkhkhkkkkkk Ak kkkkkkkhkhkhkkkkkkkkkkkkkkkkkkkxkk* %
XM 005210409.4 AGGAAACATTGGTGGCCCACATCCCTTTATTAACTTTAGACTTAAAACTGCTGAATCATA 480
TH AGGAAACATTGGTGGCCCACATCCCTTTATTAACTTTAGACTTAAAACTGCTGAATCATA 480
MH AGGAAACATTGGTGGCCCACATCCCTTTATTAACTTTAGACTTAAAACTGCTGAATCATA 480
B AGGAAACATTGGTGGCCCACATCCCTTTATTAACTTTAGACTTAAAACTGCTGAATCATA 480
MB AGGAAACATTGGTGGCCCACATCCCTTTATTAACTTTAGACTTAAAACTGCTGAATCATA 480
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Fig. S8. Representative DNA sequence alignment of AhpC/TSA gene (480-bp) among tolerant and
mastitis affected Holstein and Brown Swiss dairy cows and reference sequence available in the
GenBank gb|XM_005210409.4|. TH= Tolerant Holstein; MH= Mastitic Holstein; TB= Tolerant
Brown Swiss and MB= Mastitic Brown Swiss. The asterisks represent the similarity.



