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Score: 29960.

Additional_File2_BACalignment.txt

Aligned_sequences: 2
1: bosTau6 CR_
2: CH240-104M22

Matrix: EDNAFULL

rev

10.0

Extend_penalty: 0.5

5996/6001 (99.9%)
5996/6001 (99.9%)
0/6001 ( 0.0%)

1 CCTAGATAGCATATTCAAAAGCAGAGATATTACTTTGCCAACAAAGGTCC

RNy yunyl
46656 CCTAGATAGCATATTCAAAAGCAGAGATATTACTTTGCCAACAAAGGTCC

51 ATCTAGTCAAGGCTGGTTTTTCCAGTGGTCATGTATGGATGTGAGAGTTG

NNy uayu eyl
46706 ATCTAGTCAAGGCTGGTTTTTCCAGTGGTCATGTATGGATGTGAGAGTTG

101 GACTGTGAAGAAAACTGAGCACCGAAGAATTAATGCTTTTGAACTGTGGT

COLELERR R e el
46756 GACTGTGAAGAAAACTGAGCACCGAAGAATTAATGCTTTTGAACTGTGGT

151 GTTGGAGAAGACTCTTGAGACTCCCTTGGACTGCAAGGAGATGCAACCAG

RNy eyl
46806 GTTGGAGAAGACTCTTGAGACTCCCTTGGACTGCAAGGAGATGCAACCAG

201 TCCATTCTAAAGGAGATCAGCCCTGGGATTTCTTTGGAAGGAATAATGCT

Ry NNy anyyl
46856 TCCATTCTAAAGGAGATCAGCCCTGGGATTTCTTTGGAAGGAATAATGCT

251 AAAGCTGAAACTCCAGTACTTTGGCCACCTGATGTGAAGAGTTGACTCAT

NN RNy Nyl
46906 AAAGCTGAAACTCCAGTACTTTGGCCACCTGATGTGAAGAGTTGACTCAT

301 TGGAAAAGACTCTGATGCTGGGAGGGATTGGGGGCAGGAGGAGAAGGGGA

LELTLLRER LR i el
46956 TGGAAAAGACTCTGATGCTGGGAGGGATTGGGGGCAGGAGGAGAAGGGGA

351 CGACAGAGGATGAGATGGCTGGATGGCATCACCGACTCGATGGACGTGAG

NNy anyyusnsyyl
47006 CGACAGAGGATGAGATGGCTGGATGGCATCACCGACTCGATGGACGTGAG

401 TCTGAGTGAACTCCGGGAGTTGGTGATGGACAGGGAGGCCTGGTGTGTTG

RNy n sy anny
47056 TCTGAGTGAACTCCGGGAGTTGGTGATGGACAGGGAGGCCTGGTGTGTTG

451 CGATTCACGGGGTCGCAAAGAGTCGGACACGACTGAGCGACTGAACTGAA

ANy nuyN syl
47106 CGATTCACGGGGTCGCAAAGAGTCGGACACGACTGAGCGACTGAACTGAA

501 CTGATGCTGACTACCTCTTTTTATGCTCTAACAAACATAGGGTAATCCGT

NNy SN agyy|
47156 CTGATGCTGACTACCTCTTTTTATGCTCTAACAAACATAGGGTAATCCGT

551 GTGGCCCACCTCTCCTCACACTTGGGATTTAGTTTCTCTGTGGCCTTTTG

AR R Ry anny
47206 GTGGCCCACCTCTCCTCACACTTGGGATTTAGTTTCTCTGTGGCCTTTTG

601 AATTCAATTCACTAGGGACTAAAGGAACATGATGATCCTGTAGATTATCC
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AATTCAATTCACTAGGGACTAAAGGAACATGATGATCCTGTAGATTATCC

AACTTCTCACTGTCAGAGTAAGAGTAGTGGTCCCCGGCAACTTTTTATAA

ARy nannnnnny
AACTTCTCACTGTCAGAGTAAGAGTAGTGGTCCCCGGCAACTTTTTATAA

CCCAAGTAGAAACAGTTCGTGCAAGCTCAGTTGCCCCATCGCTCAGTCGT

RNy sunye gyl
CCCAAGTAGAAACAGTTCGTGCAAGCTCAGTTGCCCCATCGCTCAGTCGT

GTCTGATTCTTTGCAACCTACGGACTGTAGCCCGGCAGACTCCTCTCTCC

NN NN syuananiyl
GTCTGATTCTTTGCAACCTACGGACTGTAGCCCGGCAGACTCCTCTCTCC

ATGGAACTTTCCAGACAAGAATACTGAAGTGAGTTGCCACGTCCTATTCC

ILLELERRR R e i -1l
ATGGAACTTTCCAGACAAGAATACTGAAGTGAGTTGCCATGTCCTATTCC

AGGGGATCTTCCTGATCCAGGAATCAAACTCACAACTCTTGGGTCTCCTG

CELLLLERR R et il
AGGGGATCTTCCTGATCCAGGAATCAAACTCACAACTCTTGGGTCTCCTG

AGTCTCCAGCACTGGCCGGCAGATTCTTTACCCCTGCGTCTCCTGGGAAG

NNy aRyyN s aRyunsaey
AGTCTCCAGCACTGGCCGGCAGATTCTTTACCCCTGCGTCTCCTGGGAAG

CCGCAGATGGAAGCAGATTCCACTGAAAGCTCTCCCCAGCCATGTCTCAC

NNy
CCGCAGATGGAAGCAGATTCCACTGAAAGCTCTCCCCAGCCATGTCTCAC

CGCCACTGTCCCCCTGCTGGTCACTGTTATAGGCATACATGAGACATGCC

NNyl
CGCCACTGTCCCCCTGCTGGTCACTGTTATAGGCATACATGAGACATGCC

GTGCGGTGGCCTCACCCATTCATGGCTGTTTGTGGTCAACAGAAGCATCT

NNyl
GTGCGGTGGCCTCACCCATTCATGGCTGTTTGTGGTCAACAGAAGCATCT

AGCTTGCCTTTTACATCACTTGTTGCTGCTGCTGCTGCTGCTAAGTCACT

FELERLERR R e i i il
AGCTTGCCTTTTACATCACTTGTTGCTGCTGCTGCTGCTGCTAAGTCACT

TCAGTCGTGTCCGACTCTGTGTAACCCCAGAGACGGCAGCCCACCAGGCT

LELERLRRR R it
TCAGTCGTGTCCGACTCTGTGTAACCCCAGAGACGGCAGCCCACCAGGCT

TCCCTGTCCCTGGGATTCTCCAGGCAAGAACACTGGAGTGGGTTGCCATT

LELLRLERE R el
TCCCTGTCCCTGGGATTCTCCAGGCAAGAACACTGGAGTGGGTTGCCATT

TCCTTCTCCAATGCATGAAAGTGAAAAGTAAAAGTGAAGTCACTCAGTTG

LELERLERE Tt e i e el
TCCTTCTCCAATGCATGAAAGTGAAAAGTAAAAGTGAAGTCACTCAGTTG

TGTCCAACTCTTAGCGACCCCATGGACTGCAGCCTACCAGGCTCCTCCAT

RNy sy gyl
TGTCCAACTCTTAGCGACCCCATGGACTGCAGCCTACCAGGCTCCTCCAT

CCATGGGATTTTCTAGGCAACAGTACTGGAGTGGGGTGCCATTGCCTTCT

NN uny RNy anyl
CCATGGGATTTTCTAGGCAACAGTACTGGAGTGGGGTGCCATTGCCTTCT

CCACATCACTTGTTACCAGAGCTTATATTCAACTTGCATCTCATGAGTCT

CELELERR LR i il
CCACATCACTTGTTACCAGAGCTTATATTCAACTTGCATCTCATGAGTCT

CTTTGTCAACGTGATTTTGTTAGTCTTCCAAGGCTTAGGGGAAACTAATT
FREreereeener e e et e ettt
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CTTTGTCAACGTGATTTTGTTAGTCTTCCAAGGCTTAGGGGAAACTAATT

TGTAAATTTTCAAAGGTGGGAGCTCTCCAAGTGAGAGTTCTTTCCCGTGT

RN RNy yunyl
TGTAAATTTTCAAAGGTGGGAGCTCTCCAAGTGAGAGTTCTTTCCCGTGT

GAAATCTAGTATCAGGAAGTGCACTGTATCCACGCACCCCTCGTCCTATC

NN RNy nsyuasaayl
GAAATCTAGTATCAGGAAGTGCACTGTATCCACGCACCCCTCGTCCTATC

CAGGACCCAGATGGATGAGTCGTGTCTCTCTCTGCCTGTGTCTGCCCATC

CELELLERR Rt i i il
CAGGACCCAGATGGATGAGTCGTGTCTCTCTCTGCCTGTGTCTGCCCATC

TCTGACTCAGATGGGCACATCCAGAGAGGTCCCTAGTCTCTGCCTTCCCC

RNy saRyynagyyl
TCTGACTCAGATGGGCACATCCAGAGAGGTCCCTAGTCTCTGCCTTCCCC

CTTCCACCCAGAACACTCATCCGGGGCTACCACCTCGCAGGAGGTGTGAA

RN nRyuN s eyyusnsyyl
CTTCCACCCAGAACACTCATCCGGGGCTACCACCTCGCAGGAGGTGTGAA

TCACGGATCCCAGTGCGACAATTAGAACACTCCCGTTTGCTCTCAGAAGT

LELERLRRE R e el
TCACGGATCCCAGTGCGACAATTAGAACACTCCCGTTTGCTCTCAGAAGT

GTCACTTTTTAGACAATATATTAAGCAGGCACCCTCGTCCTCAGGGATCA

RN nnyuasnsyuysaanyl
GTCACTTTTTAGACAATATATTAAGCAGGCACCCTCGTCCTCAGGGATCA

GGTGGCCCCACTCAGCCGGAACGCCCTGGTGCTCAGTGCGTCTTGCCCTT

CELERLRRE e el
GGTGGCCCCACTCAGCCGGAACGCCCTGGTGCTCAGTGCGTCTTGCCCTT

GAACTGCTCCTGGGTTCTCCCAACCCCCAGCCTGTTGCTTGGTCCCATTG

NNy Ry nssunysaunyl
GAACTGCTCCTGGGTTCTCCCAACCCCCAGCCTGTTGCTTGGTCCCATTG

TCACCCTGAGTGATGACCGCTCAGGGCAGACCCTCACTCTTCTTGGCCAT

NNy nsunysysyyl
TCACCCTGAGTGATGACCGCTCAGGGCAGACCCTCACTCTTCTTGGCCAT

GACACTTCTTTTGGAGGCAGCCTTGGGGAAGGGTCCTATTTGTTCCCCTC

CELTLEER R i il
GACACTTCTTTTGGAGGCAGCCTTGGGGAAGGGTCCTATTTGTTCCCCTC

TGCCTCGAGGTCCCTTCCCAGGGGCTGACTCAAGTGACCCAGGCTTCTCC

ARy yynagniyl
TGCCTCGAGGTCCCTTCCCAGGGGCTGACTCAAGTGACCCAGGCTTCTCC

TGCACAGGGACAGGGTTGGCTCAGCACTGCCATGATGAATCCAGAGCCCA

CELTLRRRRT R R et
TGCACAGGGACAGGGTTGGCTCAGCACTGCCATGATGAATCCAGAGCCCA

GAGAGGCAGAACTCTCACGTGCAGAGTCTGCATTGAGTGAGACAGCTGGC

NNyl
GAGAGGCAGAACTCTCACGTGCAGAGTCTGCATTGAGTGAGACAGCTGGC

CCACACATTTGTGGATTTATCCTGAAATCCAAGCTTGTCGGATGCTGAGG

RN RN Ry eunynaeyyl
CCACACATTTGTGGATTTATCCTGAAATCCAAGCTTGTCGGATGCTGAGG

GCGGCTCTGAGCTGGGGATCTGTACAGACCCAGGAGCCATTAAGCATCTT

CELLLERRR TR e il
GCGGCTCTGAGCTGGGGATCTGTACAGACCCAGGAGCCATTAAGCATCTT

GCCTTCTTTCCGGATGAACAGAGAGAGGCGCCTGATGCTAGTCACATGGC
FREreereeener e e et e ettt
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GCCTTCTTTCCGGATGAACAGAGAGAGGCGCCTGATGCTAGTCACATGGC

AACTCACACTCATCCTCTGGCACGTTTCCTCTCTTCGTTCTGACGTTCCT

FOLELEER LR R e i il
AACTCACACTCATCCTCTGGCACGTTTCCTCTCTTCGTTCTGACGTTCCT

TATCTTTTGGGTCATAAAGAGATTTCATATGATGTACATTTTCCTTTGAG

NN ARy ARy
TATCTTTTGGGTCATAAAGAGATTTCATATGATGTACATTTTCCTTTGAG

TCTTTCTCCTTTGTTCAGAGGAGCTGTCTCCCCCTCCTCTTCTCCATAGG

RNy Ny nnsunyranyyl
TCTTTCTCCTTTGTTCAGAGGAGCTGTCTCCCCCTCCTCTTCTCCATAGG

GAAGGGAGCCCCCGAGCTCTGGACTTTTGGAAGGACATCCTATCATATTA

CELELLRRE R i el
GAAGGGAGCCCCCGAGCTCTGGACTTTTGGAAGGACATCCTATCATATTA

GAGCATGCACACACACAACCTTTGATCCTTTCTCTGACACATGGTGCATT

CELELERR R il
GAGCATGCACACACACAACCTTTGATCCTTTCTCTGACACATGGTGCATT

GATCATCCTTCACAGACTTGCATTGTCTGTGGCTTACATCATGAAGCGTG

CELELERRR et e il
GATCATCCTTCACAGACTTGCATTGTCTGTGGCTTACATCATGAAGCGTG

GTCCTGTGAAGAGACTGGATCTGAAGAACACATGAGACAGAGAATGCGTA

IELLRL Rl
GTCCTGTGAAGAGACTGGATCTGAAGAACACATGAGACAGAGAATGCGTA

TTGTCAGATTGATTTAAACTTAGAGGAATCAGCAGGAAATTGTTGGCATC

LELELRER R e e e e il
TTGTCAGATTGATTTAAACTTAGAGGAATCAGCAGGAAATTGTTGGCATC

ATGAATCATGGGTGAAAGATCTTTGCATCACAGGCAAAATGCTTCATTCC

RSNy aniyl
ATGAATCATGGGTGAAAGATCTTTGCATCACAGGCAAAATGCTTCATTCC

AGACTCTGACGGTCTTACCCTGATGGCTCCTTCCAGTAAGGACTGCCCCT

CELLLLER LR it il
AGACTCTGACGGTCTTACCCTGATGGCTCCTTCCAGTAAGGACTGCCCCT

TGGAAAGCATCACGAAAAATGAAAGGGTACTTTCCCAATTCTTTTATTTT

LELTLLRRR R il
TGGAAAGCATCACGAAAAATGAAAGGGTACTTTCCCAATTCTTTTATTTT

TTCAAGTTTATTTTTAGAGCAGTTTTAGGTTCACAATAAAATAGAGAGGA

LELTLLER R il
TTCAAGTTTATTTTTAGAGCAGTTTTAGGTTCACAATAAAATAGAGAGGA

AGAGAATTTCCACGTACATTTTGCCCCCCACCCCAAGCACAGCCTCTCCC

RN a RN easyyusnsyyl
AGAGAATTTCCACGTACATTTTGCCCCCCACCCCAAGCACAGCCTCTCCC

CAATCCACAGCCCCCACCGGAGGGTGGTGCATGTGTTACAGCTGATGGAC

ANy sunNuasyy
CAATCCACAGCCCCCACCGGAGGGTGGTGCATGTGTTACAGCTGATGGAC

CCATGCTTTGTGTGGTTGTTCAGTCACTCAGTCATGTCCGACTCTTTGCG

NNyl
CCATGCTTTGTGTGGTTGTTCAGTCACTCAGTCATGTCCGACTCTTTGCG

ACCCCATGAATGGCAGCACGCCAGGCCTCCCTGTCCATCACCAGCTCCCA

NNy
ACCCCATGAATGGCAGCACGCCAGGCCTCCCTGTCCATCACCAGCTCCCA

GAGTTCACTCAGACTCACGTCCATCGAGTCAGTGATGCCATCCAGCCATC
FREreereeener e e et e ettt
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GAGTTCACTCAGACTCACGTCCATCGAGTCAGTGATGCCATCCAGCCATC

TCATCCTCTGTCACCCCCTTTTCCTCCTGTCCCCCAATCCCTCCCAGCAT

LETERLER R il
TCATCCTCTGTCACCCCCTTTTCCTCCTGTCCCCCAATCCCTCCCAGCAT

CAGTCTTTTCCAGTGAGTCAGCTCTTCACATCAGGTGGCCAAAGGATTGG

NNy sayyye iyl
CAGTCTTTTCCAGTGAGTCAGCTCTTCACATCAGGTGGCCAAAGGATTGG

AGCTTCAGCTTCAGCATCAGTCCTTCCAATGAATATTCAGGACTGATTTC

ARy Ryua Ry
AGCTTCAGCTTCAGCATCAGTCCTTCCAATGAATATTCAGGACTGATTTC

CATTAGGATTGACTGGTTTGATCTTCTTGCCATTGAAGGGACTCTCAAGA

RN RNy sunusaayy
CATTAGGATTGACTGGTTTGATCTTCTTGCCATTGAAGGGACTCTCAAGA

GTCTTCTCCAACACCACAGTTCAAAAGCATCAATTCTTCACCACTCAGCC

ARy saunsasyyl
GTCTTCTCCAACACCACAGTTCAAAAGCATCAATTCTTCACCACTCAGCC

TTGTTTATGGTTCAACTCTCACATCCATACACGACTATTGGAAAAACCAT

NNy ygay|
TTGTTTATGGTTCAACTCTCACATCCATACACGACTATTGGAAAAACCAT

AGCTTTGGCTATACAGCTTCCCTGGTAGCTCAGTTGGTAAAAGAACCTGC

NNy AN RyuA RN yanyl
AGCTTTGGCTATACAGCTTCCCTGGTAGCTCAGTTGGTAAAAGAACCTGC

CTGCAGTGCAGGAGACCTGGGTTTGATCCCTGGGTCGGGAAGATGCCCTG

EELERLER R i il
CTGCAGTGCAGGAGACCTGGGTTTGATCCCTGGGTCGGGAAGATGCCCTG

GAGGAGGAAATGGCAACCCACTCCAGTATTCTTGCCTGGAGAACCCCATG

CELELLERR T i i e il
GAGGAGGAAATGGCAACCCACTCCAGTATTCTTGCCTGGAGAACCCCATG

GACAGAGGAGCCTGGTGAGTTACAGTCCATCTAGAGGCGAGAGTCAGATG

CELTLRRRR R R et il
GACAGAGGAGCCTGGTGAGTTACAGTCCATCTAGAGGCGAGAGTCAGATG

CGACTGAGTGACTGACCCACCAATGACTATACAGACCTTTGTCAGCAAAG

RNy
CGACTGAGTGACTGACCCACCAATGACTATACAGACCTTTGTCAGCAAAG

TGATGTCCCTGCTTTTGAATATGCTGTCTACGTTTGTCATAGCTTTCTGT

NN RN RN yunngnnyl
TGATGTCCCTGCTTTTGAATATGCTGTCTACGTTTGTCATAGCTTTCTGT

CTAAGGAGCAAGCGTCTCTTAATTTCATGGCTGCAGACACCATCTTCAGT

NNyl
CTAAGGAGCAAGCGTCTCTTAATTTCATGGCTGCAGACACCATCTTCAGT

GGACTTATGCTGGTACATCGCAATTACCCAAGGTCCATACTTTATATAAG

RNy anyyl
GGACTTATGCTGGTACATCGCAATTACCCAAGGTCCATACTTTATATAAG

GCTCACTTTTGGTGTTGCGTATTCTGTGTGTTTGGACAAGTATCATCATT

CELLLLRRR R R e il
GCTCACTTTTGGTGTTGCGTATTCTGTGTGTTTGGACAAGTATCATCATT

ATATACATGATATCATACAAAGCATTTTCACTGCCCTAAAGATTATCTGT

NNy gunyl
ATATACATGATATCATACAAAGCATTTTCACTGCCCTAAAGATTATCTGT

GTTCCTCCCATTCATGCCTCCTTGACCCACTGGCAGCTGCTGGTCCTTTA
FREreereeener e e et e ettt
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GTTCCTCCCATTCATGCCTCCTTGACCCACTGGCAGCTGCTGGTCCTTTA

ATCATCTCCACAGTTTTGCTTTTTCCAGAACAACATAAAGTTGGAATCCT

ILLTLL R R e el
ATCATCTCCACAGTTTTGCTTTTTCCAGAACAACATAAAGTTGGAATCCT

ACAGTGCGTAGTTTTCTCAGATTAACTTCCTCTGTTTAGTAATAAGCATT

FELERLER R e e it il
ACAGTGCGTAGTTTTCTCAGATTAACTTCCTCTGTTTAGTAATAAGCATT

TAAGTTTCCTCGATGTCACTTCGTTGTTTGAAGGCTCATTTCTTTTTAGA

NN RN RANNnnRunnnnnyy
TAAGTTTCCTCGATGTCACTTCGTTGTTTGAAGGCTCATTTCTTTTTAGA

ACTGAATAATATTTCATTGTCTGGATGTACCCTCGTGTATTTATCCATTC

CELLLLER R e i e it
ACTGAATAATATTTCATTGTCTGGATGTACCCTCGTGTATTTATCCATTC

ACCTACTAAGGGACATTTTGACAATTATGAATAAAGCTGCTATACATATC

FELELLERR R e il
ACCTACTAAGGGACATTTTGACAATTATGAATAAAGCTGCTATACATATC

TGTGCTAATTTTCATCTGAACGTGAGTTTTCAACTCTGAGTAAATATCAA

RN ARy a gyl
TGTGCTAATTTTCATCTGAACGTGAGTTTTCAACTCTGAGTAAATATCAA

GGCGAATGTTGGCTGAATCCTATGGCTAGAGTATGCTTAGGTTTGTAAGA

CELLLLERR R it i il
GGCGAATGTTGGCTGAATCCTATGGCTAGAGTATGCTTAGGTTTGTAAGA

AAATAAACTGTCTTCAAGGTGGCTGTATCACTCTGCATTCCCACCAGCAG

NNy syl
AAATAAACTGTCTTCAAGGTGGCTGTATCACTCTGCATTCCCACCAGCAG

TAAATCAGAGTTCTTGCTGTTGCGTATTCTCGGCCACATTTGCTGTTGCC

AN nRyuaansyyl
TAAATCAGAGTTCTTGCTGTTGCGTATTCTCGGCCACATTTGCTGTTGCC

AGGGTTCAGATTTTGCCTTTCTGATTGCTATGTGGTAGTATCTCGTTGTT

CELLRERR R it
AGGGTTCAGATTTTGCCTTTCTGATTGCTATGTGGTAGTATCTCGTTGTT

TGCATTTACCTGGTGGCCTATGATGGGGGTATCTCTACTTACTTGTCATC

LELTRRER R e it i il
TGCATTTACCTGGTGGCCTATGATGGGGGTATCTCTACTTACTTGTCATC

AGCACATCTTTAGTGAGGTGTCTGTTAACATCTTAGTCCATTTTTTAATT

CELTLLERR R i
AGCACATCTTTAGTGAGGTGTCTGTTAACATCTTAGTCCATTTTTTAATT

AGGCTGACTGCGTTTTTAGTGCTGCATTTTAAGAGTTCTTTGTACATTTT

CELLLLE R R i il
AGGCTGACTGCGTTTTTAGTGCTGCATTTTAAGAGTTCTTTGTACATTTT

GGAAAACAATCCTGTATGTTTCTTTTGCAAGTATTTTCCTCTTGTCCACG

NNy
GGAAAACAATCCTGTATGTTTCTTTTGCAAGTATTTTCCTCTTGTCCACG

GTTTGTCTTCTCATTCCTTTAACGTTGTCCTTGAGTTCCCCTGGTGGCTC

IELEL R R il
GTTTGTCTTCTCATTCCTTTAACGTTGTCCTTGAGTTCCCCTGGTGGCTC

AGCCGGCAGAGAATCCGCCTGCAATGCAGCAAACCCAGCTTCAATCCCTG

CELLLLERR TR il
AGCCGGCAGAGAATCCGCCTGCAATGCAGCAAACCCAGCTTCAATCCCTG

CATTGAAGGTCTCCTGGAGAAGGGAATGGCAGCCCACTCCAGTATTCTTG
FREreereeener e e et e ettt
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50705
4100
50755
4150
50805
4200
50855
4250
50905
4300
50955
4350
51005
4400
51055
4450
51105
4500
51155
4550
51205
4600
51255
4650
51305
4700
51355
4750
51405
4800
51455
4850
51505
4900
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CH240-104M22
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CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re
CH240-104M22
bosTau6_CR_re

51506
4901
51556
4951
51606
5001
51656
5051
51706
5101
51756
5151
51806
5201
51856
5251
51906
5301
51956
5351
52006
5401
52056
5451
52106
5501
52156
5551
52206
5601
52256
5651
52306
5701

Additional_File2_BACalignment.txt
CATTGAAGGTCTCCTGGAGAAGGGAATGGCAGCCCACTCCAGTATTCTTG

CCTGGAGAACCCCATAGACCGAAGAGCCTGGTGGGTTACAGTCCATGGGG

RNy NNy aaynuasyyl
CCTGGAGAACCCCATAGACCGAAGAGCCTGGTGGGTTACAGTCCATGGGG

TCACAAAGAGTCAGACACAACCAAGTGACTAACACACTTGCAGGGCTGAA

NN Rnn eyl
TCACAAAGAGTCAGACACAACCAAGTGACTAACACACTTGCAGGGCTGAA

GTTTTTAATTTTAATGAAGTCCAGCGTGTCAATTCTTTCTTTCATGAATG

IR i il
GTTTTTAATTTTAATGAAGTCCAGCGTGTCAATTCTTTCTTTCATGAATG

GTGCTTTTAGTATCGTACCTAAAAAGTCATCACCGTACCTAAGGTCATCT

NNy sauinyl
GTGCTTTTAGTATCGTACCTAAAAAGTCATCACCGTACCTAAGGTCATCT

AAGTTTTCTCTTATTTTGTCTCCTGGGAGTTTCAAAGTTTTCCATTTTAT

NNy syyuanngyl
AAGTTTTCTCTTATTTTGTCTCCTGGGAGTTTCAAAGTTTTCCATTTTAT

GTTTAGGTCTACAATCCATTCGGAGTTGGTTTTTGTGAAGGGTGTAAGGT

PR R il
GTTTAGGTCTACAATCCATTCGGAGTTGGTTTTTGTGAAGGGTGTAAGGT

CTGCGCCTCACGCAGACCTTAGATTCAGTTTTTTGTGGATGTCCGATTGG

NNy aniyl
CTGCGCCTCACGCAGACCTTAGATTCAGTTTTTTGTGGATGTCCGATTGG

TCCAGCGCCGTTTGTTGACAAGATCATCTTTGCTCCATCCTGTTGCCTCT

ANy Runys Ny
TCCAGCGCCGTTTGTTGACAAGATCATCTTTGCTCCATCCTGTTGCCTCT

ACCCCTTGATTGAAGATCAATGACAATATTTGTGGAGCCTATCTGTGTTC

NNy anay
ACCCCTTGATTGAAGATCAATGACAATATTTGTGGAGCCTATCTGTGTTC

TGTATTCCATTCCATTGATCTATTTGTCTTTTCGTTCACCAATTAGACAC

AR RN RN Runnsauyy
TGTATTCCATTCCATTGATCTATTTGTCTTTTCGTTCACCAATTAGACAC

TGTCTTGATTCGTAGGACTTACGATTTCATGGTTCTGAAAATCTTCCATT

LELLRRRR R i il
TGTCTTGATTCGTAGGACTTACGATTTCATGGTTCTGAAAATCTTCCATT

AAGTCTTGAAATTTAGTAATGTTAGCCCTCTGACATAGTCCTTCTTCTGT

POLELEERR T - -l
AAGTCTTGAAATTTAGTAATGTTAGCGCTCTGACTTAGTCCTTCTTCTGT

ATTGTACTGACTACTCTGGATTTTTTGTCTCTATGTATAAGAGGAACTAA

(LR RR R - - i i
ATTGTACTGACTATTCTGGGTTTTTTGTCTCTATGTATAAGAGGAACTAA

AAAGCCTCTTGATGAAAGTGAAAGAGAAGAGTGAAAAAGTTGGCTTAAAG

RN syynangyl
AAAGCCTCTTGATGAAAGTGAAAGAGAAGAGTGAAAAAGTTGGCTTAAAG

CTCAACATTCAGAAAACAAATATCATGGCATCTGGTCCCATCACTTCATG

RNy Runa gyl
CTCAACATTCAGAAAACAAATATCATGGCATCTGGTCCCATCACTTCATG

GGAAATAGATGGGGAAACAGTGGAAACAGTGAAAGACTTTATTTTCTTGG

NN RN NNyl
GGAAATAGATGGGGAAACAGTGGAAACAGTGAAAGACTTTATTTTCTTGG

GCTCCAAAATCACTGCAGATGGTGACTGCAGCCATGAAATTAAAAGACGC
FREreereeener e e et e ettt
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51555
4950
51605
5000
51655
5050
51705
5100
51755
5150
51805
5200
51855
5250
51905
5300
51955
5350
52005
5400
52055
5450
52105
5500
52155
5550
52205
5600
52255
5650
52305
5700
52355
5750
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52356
5751
52406
5801
52456
5851
52506
5901
52556
5951
52606
6001
52656

Additional_File2_BACalignment.txt
GCTCCAAAATCACTGCAGATGGTGACTGCAGCCATGAAATTAAAAGACGC

TTACTCCTTGGAAGGAAAGTTATGACCAACCTAGATAGCATATTGAAAAG

RN nunue eyl
TTACTCCTTGGAAGGAAAGTTATGACCAACCTAGATAGCATATTGAAAAG

CAGAGACATTACTTTGCCAACAAAGGTCCATCTAGTCAAAGCTATGGTTT

CELTLRER R e il
CAGAGACATTACTTTGCCAACAAAGGTCCATCTAGTCAAAGCTATGGTTT

TTCCTGTGGTCATATATGGATGTGAGAGTTGGACTGTGAAGAAGGCTGAG
NNy s Nyl
TTCCTGTGGTCATATATGGATGTGAGAGTTGGACTGTGAAGAAGGCTGAG
CACCGAAGAATTGATGCTTTTGAACTGTGGTGTTGGAGAAGACTCTTGAG
NN Ruannsgyl
CACCGAAGAATTGATGCTTTTGAACTGTGGTGTTGGAGAAGACTCTTGAG
AGTCCCTTGGACTGCAAGGAGATCCAACCAGTCCATTCTGAAGGAGATCA
RNy
AGTCCCTTGGACTGCAAGGAGATCCAACCAGTCCATTCTGAAGGAGATCA
G 6001

I
G 52656

Seite 8

52405
5800
52455
5850
52505
5900
52555
5950
52605
6000
52655



