30 40 50 60 70 80
pro66  TCAGTTTTGCTTGGTGATGAAGGGTATCCTTTGATCCTGCCTTCCATATGAAGGACTTTA

mI8F  TTACTTTTACTTGGTGATGAAGGGTATCCTTTGATCCTGCCTTCCATATGAAGGACTTTA
2130 2140 2150 2160 2170 2180
90 100 110 120 130 140
pro66  GGATCTTTTTTATGACTTTGTCTTCCATTTAAAGAACTTCAAAGTCTTTTACACTCGAAG

ml8F  GGATCT' ATG. TCTATTTAAAGAACTTCAAAGTCTTTTACACTCGAAG
2190 2200 2210 2220 2230 2240
150 160 170 180 190 200
pro66  GCGCAACAACAAAAGAAGACTGTTCGTTCTTTTGGGGATGGTTGCCCTTATATTTACTGG

5

ml8F  GCGCAACAACAAAAGAAGATTGTTCGTTCTTTTGGGGATGGTTGCCCTTATATTTACTGG
2250 2260 2270 2280 2290 2300
210 220 230 240 250 260
pro66  GCGATTACAATTTTTACAAAGACGGTACCATTAAAAATCCCTACTCTCTGTCTTTTTTAC

ml8F  GCGATTACAATTTTTACAAAGACGGTACCATTAAAAATCCCTACTCTCTGTCTTTTTTAC
2310 2320 2330 2340 2350 2360
270 280 290 300 310 320
pro66  GAAGAACCCCGTAAGGAAAAATGGTGTTATCTTGAAACAAAAATTAAAAAA-GAAAAGAA

ml8F  GAAGAACCCCGTAAGGAAAAATGGTGTTATCTTGAAACAAAAATTAAAAAAAGAAAAGAA
2370 2380 2390 2400 2410 2420
330 340 350 360 370 380
pro66  AAAGAAACATCGCTACGTATCTACACAAAATAACCTTGGAGACCGTGTATTCCACAACCT

ml8F  AAAGAAACATCGCTACGTATCTACACAAAATAACCTTGGAGACCGTGTATTCCACAACCT
2430 2440 2450 2460 2470 2480

390 400 410 420 430 440

pro66  CGGGACTTTATTTGTCTCCATATACTTTAGTCTATATGATCGGATCAAAGCCGTTACGAG

mI8F  CGGGACTTTATTTGTCTCCATATACTTTAGTCTATATGATCGGATCAAAGCCGTTACGAG
2490 2500 2510 2520 2530 2540
450 460 470 480 490 500
pro66  GAAGGGCTCTTCCCACTTGAATTGTAGTTTGCCTGTGTTGTCTAGATTTGCTATCTTTCA

ml8F  GAAGGGCTCTTCCCACTTGAATTGTAGTTTGCCTGTGTTGTCTAGATTTGCTATCTTTCA
2550 2560 2570 2580 2590 2600
510 520 530 540 550 560
pro66  AAGGACAAGATTTTCTGTAGCTATATGTTTACGTTTTACTTTTTCGTCCCTCCATTTCCT

ml8F  AAGGACAAGATTTTCTGTAGCTATATGTTTACGTTTTACTTTTTCGTCCCTCCATTTCCT
2610 2620 2630 2640 2650 2660
570 580 590 600 610 620
pro66 TATTTTTATGTGCCTAGATTTATGATTCGTGTTCATACGAGCTAGAATAATTCATATCCA

ml8F  TATTTTTATGTGCCTAGATTTATGATTCGTGTTCATACGAGCTAGAATAATTCATATCCA
2670 2680 2690 2700 2710 2720
630 640 650 660 670 680
pro66 ATAATA-TAAGTCAGATTTCAACATATATTGCATGCAATGTATGGACATGTTGGCTAGTA

ml8F  ATAATAATAAGTCAG: CAACATATAT TGCAATGTAT
2730 2740 2750 2760 2770 2780

690 700 710 720 730 740

pro66  AAAAGAAAAAAAGATAAAAACGTAGGGCCTAGTGATCAGCACAGGGCCACAGGCATGCAG

G

ml8F  AAAAGAAAAAAAGATAAAAACGTAGGGCCTAGTGATCAGCACAGGGCCACAGGCATGCAG
2790 2800 2810 2820 2830 2840
750 760 770 780 790 800
pro66  ATGTAGCGCACATGCGAACGTAACAAACACAGCAACGCGCCCACGCTAGCGGTTTCCATT

mi8F  ATGCAGCGCACATGCGAACGTAACAAACACAGCAACGCGCCCACGCTAGCGGTTTCCATT
2850 2860 2870 2880 2890 2900

810 820 830 840 850 860
pro66 TCCGGCCCTGCAATCCTGCACCGGCGCGAAAGCCCCCTCACGGCCTCACCTCCACTCCGG

ml8F  TCCGGCCCTGCAATCCTGCACCGGCGCGAAAGCCCCCTCACGGCCTCACCTCCACTCCGG
2910 2920 2930 2940 2950 2960
870 880 890
pro66 TGATGGCCGCATCTCCTTTACTTCTCAGTGCTCA

ml8F  TGATGGCCGCATCTCCTTTACTTCTCAGTGCTCA
2970 2980 2990 3000

Appendix  Alignment of Pro66 sequence with the 5’flanking genomic

sequence of the gene m18. m18F, 5° flanking genomic sequence of m18.



