Multiples nucleotide sequnce alignment of wtMth212 and Mth212/D151A (clone 4)
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| |

ATGACCGTGCTARARATARTATCCTGGARCGTCAACGGCCTCAGGGCGGTCCACAGGARGGGGTTCCTTARATGGT TCATGGAAGAG
ACCATGGCCGTGCTARARATARTATCCTGGARCGTCAACGGCCTCAGGGCGGTCCACAGGARGGGGTTCCTTARATGGTTCATGGAAGAG
ACCATGGCCGTGCTARARATARTATCCTGGARCGTCAACGGCCTCAGGGCGGTCCACAGGARGGGG T TCCTTARATGGT TCATGGAAGAG
accATGgCCGTGCTARARATARTATCCTGGARCGTCAACGGCCTCAGGGCGGTCCACAGGAAGGGGTTCCTTARATGGTTCATGGAAGAG

91 100 110 120 130 140 150 160 170 180
| |
ARGCCAGACATCCTGTGCCTTCAGGAGATARRAGCAGCGCCTGARCAGCTCCCCAGGARGC TCAGGCACGTTGAGGGT TRCAGARGCTTC
ARGCCAGACATCCTGTGCCTTCAGGAGATARAAGCAGCGCCTGARCAGCTCCCCAGGAARGC TCAGGCACGTTGAGGGT TACAGARGCTTC
ARGCCAGACATCCTGTGCCTTCAGGAGATARARGCAGCGCCTGARCAGCTCCCCAGGARGCTCAGGCACGTTGAGGGT TRCAGARGCTTC
ARGCCAGACATCCTGTGCCTTCAGGAGATARARGCAGCGCCTGARCAGCTCCCCAGGARGC TCAGGCACGTTGAGGGT TACAGARGCTTC

181 190 200 210 220 230 240 250 260 270
1 |
TTCACCCCTGCGGAGAGARAGGGGTACAGCGGGGT TGCCATGTACACARAGGTACCCCCCTCTTCACTGAGGGAGGGTTTCGGTGTGGAG
TTCACCCCTGLGGAGAGARAGGGGTACAGCGGGGTTGCCATGTACACARAGGTACCCCCCTCTTCACTGAGGGAGGGTTTCGGTGTGGAG
TTCACCCCTGCGGAGAGARRGGGGTACAGCGGGGTTGCCATGTACACARAGGTACCCCCCTCTTCACTGAGGGAGGGTTTCGGTGTGGAG
TTCACCCCTGCGGAGAGARAGGGGTACAGCGGGGT TGCCATGTACACARAGGTACCCCCCTCTTCACTGAGGGAGGGTTTCGGTGTGGAG

271 280 290 300 310 320 330 340 350 360
1 1
AGATTCGACACCGAGGGTCGGATACAGATCGCAGACTTTGACGACTTCCTCCTCTACARCATATACTTCCCCARCGGTARGATGTCAGAG
AGATTCGACACCGAGGGTCGGATACAGATCGCAGACTTTGACGACTTCCTCCTCTACARCATATACTTCCCCARCGGTARGATGTCAGAG
AGATTCGACACCGAGGGTCGGATACAGATCGCAGACTTTGACGACTTCCTCCTCTACARCATATACTTCCCCARCGGTARGATGTCAGAG
AGATTCGACACCGAGGGTCGGATACAGATCGCAGACTTTGACGACTTCCTCCTCTACARCATATACTTCCCCARCGGTARGATGTCAGAG

361 370 380 390 400 410 420 430 440 450
| 1
GAGAGGCTGAAGTATAARC TGGARTTCTATGACGCATTCCTTGAGGACGTCARCCGGGAGAGGGATTCEGGGAGGARCGTGATTATATGT
GAGAGGCTGARGTATAARRCTGGARTTCTATGACGCATTCCTTGAGGACGTCARCCGGGAGAGGGAT TCGGGGAGGARCGTGATTATATGT
GAGAGGCTGARGTATAARC TGGARTTCTATGACGCATTCCTTGAGGACGTCARCCGGGAGAGGGAT TCGGGGAGGARCGTGATTATATGT
GAGAGGCTGARGTATAARC TGGARTTCTATGACGCATTCCTTGAGGACGTCARCCGGGAGAGGGAT TCGGGGAGGARCGTGATTATATGT

451 460 470 480 490 500 510 520 530 540
| |
GGGGACTTCARCACAGCCCACAGGGAGATAGACCT TGCARGGCCAAAGGARARCAGCARCGTATCAGGTTTCCTTCCCGT TGAGAGGGLC
GGGGCATTCARCACAGCCCACAGGGAGATAGACCTTGCARGGCCAAAGGARARCAGCARCGTATCAGGTTTCCTTCCCGTTGAGAGGGLL
GGGGCATTCARCACAGCCCACAGGGAGATAGACCTTGCARGGCCAAAGGARARCAGCARCGTATCAGGTTTCCTTCCCGT TGAGAGGGLC
GGGGcaTTCARCACAGCCCACAGGGAGATAGACCTTGCARGGCCARAGGARAACAGCARCGTATCAGGTTTCCTTCCCGTTGAGAGGGLL

541 550 560 570 580 590 600 610 620 630
1 |
TGGATCGATARATTTATTGARARTGGGTACGTGGACACCT TCAGGATGTTCARCAGTGACCCCGGACAGTACACATGGTGGAGCTACAGG
TGGATCGATARATTTATTGARRATGGGTACGTGGACACCTTCAGGATGTTCARCAGTGACCCCGGACAGTACACATGGTGGAGC TACAGG
TGGATCGATAAATTTATTGARARTGGGTACGTGGACACCTTCAGGATGTTCARCAGTGACCCCGGACAGTACACATGGTGGAGC TACAGG
TGGATCGATARATTTATTGARARTGGGTACGTGGACACCTTCAGGATGTTCARCAGTGACCCCGGACAGTACACATGGTGGAGC TACAGG

631 640 650 660 670 680 690 700 710 720
| |
ACAAGGGCCCGTGAGAGGARCGTCGGCTGGAGACTCGACTACTTCTTTGTAAARCGAGGAGT TCAARRGGGARGGT TARARGGTCCTGGATA
ACAAGGGCCCGTGAGAGGARCGTCGGCTGGAGACTCGACTACTTCTTTGTAAACGAGGAGT TCAAAGGGARGGT TARRRGGTCCTGGATA
ACAAGGGCCCGTGAGAGGARCGTCGGCTGGAGACTCGACTACTTCTTTGTAARACGAGGAGT TCARRGGGARGLT TARARGGTCCTGGATA
ACAAGGGCCCGTGAGAGGARCGTCGGCTGGAGACTCGACTACTTCTTTGTAAACGAGGAGT TCAAAGGGARGGT TARRAGGTCCTGGATA

721 730 740 750 760 770 780 790 798
1 |
CTCTCAGATGTCATGGGCTCAGACCACTGTCCCATAGGACTGGAARTAGAACTATAR

CTCTCAGATGTCATGGGC TCAGACCACTGTCCCATAGGAC TGGAARTAGAACTACTCGAGCACCACCACCACCACCAC
CTCTCAGATGTCATGGGCTCAGACCACTGTCCCATAGGAC TGGAARTAGAACTACTCGAGCACCACCACCACCACCHC
CTCTCAGATGTCATGGGC TCAGACCACTGTCCCATAGGACTGGAAATAGAACTACcL.cgagcaccaccaccaccaccac
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