Figure 1a
Figure 1:  The sequence alignment of Mouse (1a) and Human (1b) specific primers and probe targeting the mitochondrial cytochrome c oxidase subunit I (MTCOI) gene against Human (Accession# NC_012920.1), Monkey (Accession# NC_007009.1), Mouse (Accession# NC_005089.1) and Rat (Accession# MK410392.1). High consensus and low consensus sequences of primers (Hu-Forward and Hu-Reverse) and probe (Hu-Probe) are indicated in red and black color respectively.
Figure 1b

[bookmark: _GoBack]

image1.gif
Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

Hunan
Honkey
House

Rat.
Ho-Probe.
Ho-Foruard
Ho-Reverse
Consensus

1 140

I~ 1

ATGTTCGCCGACCGTTGACTAT TCTCTACARACCACARAGACAT TGGARCACTATACC TAT TAT TCGGCGCATGAGCTGGAGTCCTAGGCACAGCTCTARGCCTCCTTAT TCGAGCCGAGCTGGGCCABCCAGGCARCET

ATGTTTATTAATCGTTGACTCT TTTCARCARRCCACARAGACATCGGARCTCTATACCTACTAT TCGGTGCATGAGCTGGARTCATAGGCACAGCTCTAAGTCTTCTCAT TCGAGCTGAGCTAGGCCARCCAGGKAGTTT

ATGTTCATTARTCGT TGAT TAT TCTCARCCART CACARAGATATCGGARCCCTCTATCTACTAT TCGGAGCCTGAGCGGGARTAGTGGGTACTGCACTAAGTAT TTTAAT TCGAGCAGART TAGGTCARCCAGGTGCACT

ATGTTCGTARRCCGTTGACTCT TTTCARCTRRCCACARAGATATCGGARCCCTCTATCTAT TAT TTGGTGCCTGAGCAGGARTAGTAGGARCAGCCT TRAGTAT TCTCAT TCGAGCTGARCTAGGACARCCAGGAGCACT
CTATTCGGAGCCTGAGCGGGARTAGT

TCGTTGATTATTCTCARCCARTCAC
AGARTTAGGTCARCCAGGTGE
ererrrerr s CELEEALELLE,EC,AC,0,CCk surrrrrrrrrrrrrrrrrrrs baLlLEELECLLEAEC.EEALL L rrrrrrrrrrrrrrrrrrrrrrrrrrrress@3sabiBELCALCCAEELLrree

141 150 160 170 260 270 280
I- 1
TCTAGGTARCGACCACATCTACARCG T TATCTCACAGCCCATGCAT TTGTARTARTC T TCTTCATAGTARTACCCATCATARTCGGAGGCT TTGGCARCTGACTAGT TCCCCTARTARTCGGTGCCCCCGATATGRCET
ACTAGGTAGTGACCATATC TATRARTGTCAT TGKARCAGCCCATGCATTCGTTRTART T TTCTTCATAGT TRTACCCAT TATART TGGAGGET TCGGGARCTGACTAGTACCCT TGATART TGGGGCTCCTGACATAGCAT
TITAGGAGATGACCARAT T TACARTGT TATCGTAACTGCCCATGCTTTTGTTATART TTTCTTCATAGTARTACCARTARTART TGGAGGCT TTGGARRCTGACTTGTCCCACTARTARTCGGAGCCCCAGATATAGCAT
CCTAGGCGATGACCARAT TTATARTGTCATTGTTRCAGCCCATGCATTCGTARTART TTTCTTTATAGTTRTGCCTATGATARTCGGAGGCTTCGGARACTGGCTTGTGCCGCTARTGAT TGGAGCCCCTGATATAGCAT

281 2% 300 310 400 a10 a20
1= |
TICCCCGCATARACARCATARGC T TCTGACTCTTACCTCCCTCTCTCCTACTCCTGCTCGCATCTGC TATAGTGGAGGCCGGAGCAGGARCAGET TGARCAGTCTACCCTCCC T TAGCAGGGARCTACTCCCACCCTGEA
TCCCCCGTCTARATARTATARGCTTCTGACTTCTTCCCCCCTCTTTCCTGCTACTTRTGGGATCARCCATARTCGAGGC TGGCGCCGGARCAGET TGARCAGTGTATCCCCCCTTRGCAGGARACTTCTCTCATCCAGEA
TCCCACGARTARATARTATARGT TTTTGACTCCTACCACCATCAT TTCTCCTTCTCCTAGCATCATCARTAGTAGARGCAGGAGCAGGARCAGGATGARCAGTCTACCCACCTCTAGCCGGARATCTRGCCCATGCAGEA
TCCCACGARTARRCARCATARGC T TTTGAT TRCTTCCCCCATCATTTTTRCTCCTTTTAGCATCATCTATGGTAGARGCCGGAGCCGGARCAGGATGARCAGTATACCCACCCT TRGCCGGTARTCTAGCCCATGECGEA

a1 a3 aq0 as0 540 550 560
I~ |
GCCTCCGTAGACCTARCCATCT TCTCCTTACACCTAGCAGGTGTCTCCTCTATC T TAGGGGCCATCART T TCATCACARCART TATCARTATARRACCCCCTGCCATAACCCARTACCARACGCCCCTCTTCRTCTGATC
GCCTCCRTAGACTTAGTCATCTTCTCCCTCCACCTAGCAGGGAT T TCCTCTATCCTAGGAGCTATCARCT TCATCACCACCAT TATCARCATGARGCCCCCCGCCATATCCCAGTATCARACCCCACTETTTGTCTGATC
GCATCAGTAGACCTARCART T TTCTCCCTTCAT T TAGCTGGAGTGTCATCTAT T TTAGGTGCART TAAT TTTAT TACCACTAT TATCARCATGARACCCCCAGCCATARCACAGTATCARACTCCACTATTTGTCTGATC
GCATCTGTTGATCTARCCATTTTCTCCCTTCACCTAGCCGGCGTATCCTCTATCTTRGGAGCTAT TAAT TTTRTCACCACTAT TRTCARTATARRRCCCCCTGCTATARCCCARTATCAGACACCTCTATTTGTGTGATC

561 570 580 590 680 630 700
1-- |
CBTCCTARTCACAGCAGTCCTACTTCTCCTATCTCTCCCAGTCCTAGCTGCTGGCATCACTATACTACTARCAGACCGCARC TCARCACCACC T TC T TCGACCCCGCCGGAGGAGGAGACCCCAT TCTATACCARCACE
TGTCCTARTCACAGCARTCCTACTACTCCTCTCCCTACCAGTC T TAGCTGCCGGCATTACTATACTACTRACAGACCGCARCCTCARTACTACC TTCTTTGATCCTACTGGAGGGGGAGACCCTATCCTATACCARCATC
CETACTTATTACAGCCGTACTGCTCCTAT TATCACTACCAGTGCTAGCCGCAGGCAT TACTATACTACTAACAGACCGCARCCTAARCACARCT TTC T TTGATCCCGCTGGAGGAGGGEACCCART TCTCTACCAGCATC
CGTATTARTTACAGCTGTACTTCTACTTCTTTCACTACCAGTGT TGGCAGCAGGCAT TRCCATACTCCTCACAGATCGARRCCTARRTACTACTTTTTTTGATCCTGCTGGAGGCGGAGATCCART TCTCTATCARCATC.

701 710 720 730 820 830 840
I- 1
TATTCTGATTTTTCGGTCACCCTGARGT TTATAT TCTTATCCTACCAGGCTTCGGARTARTCTCCCATAT TGTAACT TACTACTCCGGARARARAGARCCAT T TGGATACATAGGTATGGTCTGAGCTATGATATCARTT
TATTTTGATTCTTTGGCCACCCTGAGGTCTACATCCTTAT TCTCCCTGGAT TCGGARTARTC TCCCACAT TGTARCT TACTACTCCGGGARRRRRGAGCCAT TTGGGTATATAGGTATGACCTGGGCTATARTGTCARTC
TGTTCTGATTCTTTGG6CACCCAGARGT T TATAT TCTTATCCTCCCAGGAT TTGGART TAT T TCACATGTAGTTACTTACTACTCCGGARRRRRRGARCC T T TCGGCTATATAGGARTAGTATGAGCARTARTGTCTATT
TATTTTGATTCTTCGGACACCCAGARGTCTATATCC TCATCCTCCCAGGAT TTGGART TATCTCCCACGTAGT TRCCTACTACTCTGGGARRRRRGARCCAT TTGGATATATAGGCATAGTTTGGGCCATARTATCTATT

sa1 850 860 870 960 970 980
I 1
GGCTTCCTAGGGTTTATCGTGTGAGCACACCATATAT T TACAGTAGGARTAGACGTAGACACACGAGCATAT T TCACCTCCGCTACCATARTCATCGCTATCCCCACCGGCGTCARAGTAT T TAGCTGACTCGCCACACT
GGETTCCTGGGAT TTATTGTATGAGCCCACCACATAT T TACAGTGGGCATAGATGTAGACACACGAGCCTACT TCACCTCTGCTRCCATARTCAT TGCTAT TCCCACTGGAGT TRARGT TTTCAGCTGACTTGCTACACT
GGCTTTCTAGGCTTTATTGTATGAGCCCACCACATAT TCACAGTAGGAT TAGATGTAGACACACGAGCT TACT TTACATCAGCCACTATART TRTCGCART TCCTACCGGTGTCARAGTAT TTAGCTGACTTGCARCCCT
GGTTTCCTAGGATTTATTGTATGAGCTCATCATATATTCACAGTAGGCCTAGATGTAGACACGCGAGCCTAT TTCACATCTGCCACCATART TATCGCARTCCCTRCAGGAGTARRRGTAT TTAGCTGACTTGCTACCTT

981 9% 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120
I s - - —s- —s-

CCACGGARGCARTATGARATGATCTGCTGCAGTGCTCTGAGCCCTAGGAT TCATCTTTCTTTTCACCGTAGGTGGCCTGACTGGCAT TGTAT TAGCARACTCATCACTAGACATCGTACTACACGACACGTACTACGTTG
TCATGGAGGCARTATCARATGATCTGCCGCARTACTT TGAGCCCTAGGCTTTAT T TTTCTAT TCACCGTAGGGGGCCTTRCCGGTAT TATCT TRGCARACTCATCCCTAGATATTGTACTACACGATACATACTATGT TG
ACACGGAGGTARTAT TARRTGATCTCCAGCTATACTATGAGCCT TAGGCTTTAT TTTCTTATTTACAGTTGGTGGTCTARCCGGART TG TTTATCCARCTCATCCCTTGACATCGTGCT TCACGATACATACTATGTAG
GCACGGAGGTARCATCARRTGATCTCCTGCTATACTATGAGCCCTAGGETTTAT TTTCTTAT TCACAGTAGGAGGGT TRACAGGARTCGTCCTATCTAAT TCATCACTTGATATCGTACTCCATGATACATACTATGTAG

1121 1130 1140 1150 1160 170 1180 1190 1200 1210 1220 1230 1240 1250 1260
= - - - - - -

TRGCCCACTTCCACTATGTCCTATCARTAGGAGCTGTAT T TGCCATCATAGGAGGCTTCAT TCACTGAT T TCCCCTAT TCTCAGGCTACACCCTAGACCARACCTACGCCARARTCCAT T TCACTATCATATTCATCGGC
TCGCCCATTTCCACTATGTTCTGTCARTAGGGGCTGTTTTTGCCATTATAGGGGGCTTCATCCACTGAT TCCCTTTAT TTTCAGGCTATACAT TAGACCARACT TATGCCARRGCCCACT TTRT TATTRTATTCATAGGC.
TRGCCCATTTCCACTATG T TCTATCARTGGGAGCAGTGTTTGCTATCATAGCAGGAT TTGTTCACTGAT TCCCAT TAT TTTCAGGCTTCACCCTAGATGACACATGAGCARARGCCCACT TCGCCATCATATTCGTAGEA
TRGCCCACTTCCACTATGTGT TATCTATAGGAGCAGTAT TTGCCATTATAGCCGGCTTTGTCCACTGAT TTCCTCTATTTTCAGGATACACCCTAGACGATACATGAGCARRRGCCCACTTCGCTRTCATATTTGTAGET

1261 1270 1280 1290 1300 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400
= 4= - - - —s- —s-

GTRRATCTARCTTTCTTCCCACARCACT TTCTCGGCCTATCCGGARTGCCCCGACGTTACTCGGACTACCCCGATGCATACACCACATGARACATCCTATCATCTGTAGGCTCAT TCATTTCTCTAACAGCAGTARTATT
GTARATTTAACCTTTTTTCCACARCACT TCCTTGGCCTATCTGGARTACCTCGACGCTAT TCTGACTACCCCGATGCTTRTACCACATGARATGT TCTATCGTCCATTGGCTCCTTTATTTCACTAGTAGCAGTGATCCT
GTARRCATARCAT TCTTCCCTCARCAT TTCCTGG6CCTTTCAGGARTACCACGACGCTACTCAGACTACCCAGATGC T TRCACCACATGARACACTETCTCTTCTATAGGATCAT TTATTTCACTARCAGCTGTTCTCAT
GTCARCATARCATTCTTCCCTCARCAT TTCCTAGGACTGTCAGGARTACCTCGACGATACTCTGACTACCCAGATGC T TRCACCACATGARACACARTCTCATCTATAGGTTCATTTRTCTCACTTRCAGCCGTCCTCRT

1401 1410 1420 1430 1440 1450 1480 1470 1480 1430 1500 1510 1520 1530 1540
I - - - 4= - —s-

ARTAATTTTCATGAT TTGAGARGCC T TCGCTTCGARGCGARAAGTCC TARTAGTAGARGARCCC TCCATARACC TGGAGTGACTATATGGATGCCCCCCACCCTACCACACAT TCGARGARCCCGTATACATARRATCTA
ARTARTCTACATGATCTGAGAGGCCTTCGCCTCARARCGCARGGTAT CARTGACCGARCARTCTCCCACTARC TCGARTGAT TAARTGGCTGTCCCCCGCCT TRCCACACAT TTGARGARCCAGCCTATGT TAARCTGA
CATGATCTTTATART T TGAGAGGCCTTTGCTTCARRACGAGARGTARTATCAGTATCGTATGC TTCAACARAT T TRGARTGACT TCATGGCTGCCCTCCACCATATCACACAT TCGAGGARCCARCCTATGTARRRGTAR
ARTAATTTTTATGATTTGAGARGCCTTCGCATCARRRCGAGARGTGC T TTCAGTCTCCTACTCCTCARCCARCCTAGARTGACT TCACGGETGTCCTCCACCTTRCCACACAT TCGARGAGCCTTCCTATGTARRRGTTA
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I~ |
ATGTTCGCCGACCGTTGACTAT TCTCTACARACCACARAGACAT TGGARCACTATACCTAT TAT TCGGCGCATGAGCTGGAGTCCTAGGCACAGCTCTARGCCTCC T TAT TCGAGCCGAGCTGGGCCAGCCAGGE.
ATGTTTATTAATCGTTGACTCT TTTCARCARACCACARAGACATCGGARCTCTATACCTACTAT TCGGTGCATGAGC TGGARTCATAGGCACAGC TCTAAGTCTTCTCAT TCGAGCTGAGCTAGGCCARCCAGEK
ATGTTCATTARTCGTTGAT TAT TCTCARCCART CACARAGATATCGGARCCCTCTATCTACTAT TCGGAGCCTGAGCGGGARTAGTGGGTACTGCACTAAGTAT T T TAAT TCGAGCAGART TAGGTCARCCAGET
ATGTTCGTARRCCGTTGACTCT TTTCARCTARCCACARAGATATCGGARCCCTCTATCTAT TAT TTGGTGCCTGAGCAGGARTAGTAGGARCAGCCT TAAGTAT TCTCAT TCGAGCTGARCTAGGACARCCAGEA

13 145 155 165 195 205 215 205 235 245 255 265 270
I~ |
ARCCTTCTAGGTAACGACCACATCTACARCG T TATCGTCACAGCCCATGCAT T TGTARTARTCT TCTTCATAGTARTACCCATCATARTCGGAGGCT TTGGCARCTGACTAGT TCCCCTARTARTCGGTGCCCCE.
AGTTTACTAGGTAGTGACCATATC TATRARTGTCAT TGKARCAGCCCATGCATTCGTTRTART T TTCTTCATAGT TRTACCCAT TRTART TGGAGGT TCGGGARCTGACTAGTACCCTTGATART TGGGGCTCCT
GCACTTTTAGGAGATGACCARAT T TACARTGTTATCGTARCTGCCCATGCTTTTGT TRTART TTTCTTCATAGTARTACCARTARTART TGGAGGCT TTGGARRCTGACTTGTCCCACTARTARTCGGAGCCCCA
GCACTCCTAGGCGATGACCARRT TTATRARTGTCATTGTTRCAGCCCATGCATTCGTARTART TTTCTTTRTAGTTRTGCCTATGATARTCGGAGGCTTCGGARRCTGGCTTGTGCCGCTARTGATTGGAGCCCCT

271 280 290 300 330 340 350 360 370 380 390 400 405
I |
GATATGGCGTTTCCCCGCATARACARCATARGC T TCTGACTCTTACCTCCCTCTCTCCTACTCCTGCTCGCATCTGC TATAGTGGAGGCCGGAGCAGGARCAGET TGARCAGTCTACCCTCCCTTAGCAGEGAAC
GACATAGCATTCCCCCGTCTARATARTATARGCTTCTGACTICTTCCCCCCTCTTTCCTGCTACTTRTGGGATCARCCATARTCGAGGCTGGCGCCGGARCAGET TGARCAGTGTATCCCCCCTTRGCAGGARAC.
GATATAGCAT TCCCACGARTARATARTATARGT TTTTGACTCCTACCACCATCAT TTCTCCTTCTCCTAGCATCATCARTAGTAGARGCAGGAGCAGGARCAGGATGARCAGTCTACCCACCTCTAGCCGGARAT
GATATAGCATTCCCACGARTARRCARCATARGCT TTTGAT TACTTCCCCCATCATTTTTRCTCCTTTTRGCATCATCTATGGTAGARGCCGGAGCCGGARCAGGATGARCAGTATACCCACCCT TRGCCGGTART

a6 a15 a5 a35 485 a7s a85 435 505 515 525 535 540
I~ |
TACTCCCACCCTGGAGCCTCCGTAGACCTAACCATCTTCTCCTTACACCTAGCAGGTGTCTCCTCTATCT TAGGGGCCATCART TTCATCACARCART TATCARTATARRACCCCCTGCCATAACCCARTACCAR
TTCTCTCATCCAGGAGCCTCCGTAGACT TAGTCATC TTCTCCCTCCACCTAGCAGGGAT T TCCTCTATCCTAGGAGCTATCARCT TCATCACCACCAT TATCARCATGARGCCCCCCGCCATRTCCCAGTATCAR
CTRGCCCATGCAGGAGCATCAGTAGACCTARCART TTTCTCCCTTCAT T TAGCTGGAGTGTCATCTAT T TTAGGTGCART TAAT TTTAT TACCACTAT TATCARCATGARACCCCCAGCCATARCACAGTATCAR
CTRGCCCATGCCGGAGCATCTGTTGATCTARCCATTTTCTCCCTTCACCTAGCCGGCGTATCCTCTATCTTRGGAGCTAT TAAT TTTATCACCACTAT TRTCARTATARRRCCCCCTGCTRTARCCCARTATCAG

541 550 560 570 600 610 620 630 640 650 660 670 675

1 |

ACGCCCCTCTTCGTCTGATCCGTCCTARTCACAGCAGTCCTACTTCTCCTATCTCTCCCAGTCCTAGCTGCTGGCATCACTATACTACTARCAGACCGCARCC TCARCACCACC T TCT TCGACCCCGCCGGAGEA

ACCCCACTETTTGTCTGATCTGTCCTARTCACAGCARTCCTACTACTCCTCTCCCTACCAGTCT TAGCTGCCGGCATTACTATACTACTAACAGACCGCARCCTCARTACTACCTTCTTTGATCCTACTGGAGGG:

ACTCCACTATTTGTCTGATCCGTACTTATTACAGCCGTACTGCTCCTAT TATCACTACCAGTGCTAGCCGCAGGCAT TACTATACTACTAACAGACCGCARCC TRRRCACARCT TTCTTTGATCCCGCTGGAGEA

ACACCTCTATTTGTGTGATCCGTAT TARTTACAGCTGTACTTCTACTTCTTTCACTACCAGTGT TGGCAGCAGGCAT TRCCATACTCCTCACAGATCGARRCCTRRRTACTRCTTTTTTTGATCCTGCTGGAGGC.
TCCTACTTCTCCTATCTCTCCCAGTCET

CTTCGTCTGATCCRTCCTARTE
CTCARCACCACCTTCTTCGA
rrrrree bl gL EEALCLEEL b ALt tssss b yCELCELCEL b LECLCELCEABE L brrrsrsrrrrrrrrrrrrrrrrrrrrrrrrrrrssssCE,22,30,30,E0,EELGALtrrrrrrrrees

676 685 635 705 735 745 755 765 775 785 795 805 810
I- |
GGAGACCCCATTCTATACCARCACCTAT TCTGAT TTTTCGGTCACCCTGARGT TTATAT TCTTATCCTACCAGGCTTCGGARTARTCTCCCATAT TGTAACT TACTACTCCGGARARRRAGARCCAT TTGGATAC
GGAGACCCTATCCTATACCARCATCTAT TTTGAT TCT TTGGCCACCCTGAGGTCTACATCCTTATTCTCCCTGGAT TCGGARTARTCTCCCACAT TGTAACT TACTACTCCGGGARRRRRGAGCCAT TTGGGTAT
GGGGACCCARTTCTCTACCAGCATCTGTTCTGAT TCTTTGG6CACCCAGARGT T TATAT TCTTRTCCTCCCAGGAT TTGGART TAT T TCACATGTAGTTACT TACTACTCCGGARRRRRRGARCCTTTCGGCTAT
GGAGATCCARTTCTCTATCARCATCTATTTTGAT TCTTCGGACACCCAGARGTCTATATCCTCATCCTCCCAGGAT TTGGART TRTCTCCCACGTAGT TRCCTACTACTCTGGGARRRRRGARCCAT TTGGATAT

811 820 830 840 870 880 830 900 910 920 930 940 945
I~ |
ATAGGTATGGTCTGAGCTATGATATCART TGGCTTCCTAGGGT TTATCGTGTGAGCACACCATATAT T TACAGTAGGARTAGACGTAGACACACGAGCATAT T TCACCTCCGCTACCATARTCATCGCTATCCCE.
ATAGGTATGACCTGGGC TATARTGTCARTCGGETTCCTGGGAT TTAT TGTATGAGCCCACCACATAT TTACAGTGGGCATAGATGTAGACACACGAGCCTACT TCACCTCTGCTACCATARTCATTGCTATTCCL.
ATAGGARTAGTATGAGCARTARTGTCTATTGGCT TTCTAGGCT TTAT TGTATGAGCCCACCACATAT TCACAGTAGGAT TAGATGTAGACACACGAGCT TACT TTACATCAGCCACTATARTTRTCGCARTTCCT
ATAGGCATAGTTTGGGCCATARTATCTATTGGT TTCCTAGGAT TTATTGTATGAGCTCATCATATAT TCACAGTAGGCCTAGATGTAGACACGCGAGCCTAT TTCACATCTGCCACCATART TRTCGCARTCCCT

946 955 965 975 985 995 1005 1015 1025 1035 1045 1085 1085 1075 1080
I- . - - -

ACCGGCGTCARAGTAT T TAGCTGACTCGCCACACTCCACGGARGCARTATGARATGATCTGCTGCAGTGCTCTGAGCCCTAGGAT TCATCTTTCT TTTCACCGTAGGTGGCCTGACTGGCATTGTATTAGCARAC
ACTGGAGTTARAGT TTTCAGCTGACTTGCTACACT TCATGGAGGCARTATCARATGATCTGCCGCARTACT T TGAGCCCTAGGCTTTATTTTTCTATTCACCGTAGGGGGCCTTRCCGGTAT TATCT TAGCARAC
ACCGGTGTCARAGTAT TTAGCTGACTTGCARCCCTACACGGAGGTARTAT TAARTGATCTCCAGCTATACTATGAGCCT TAGGCTTTATTTTCTTAT TTACAGTTGGTGGTCTAACCGGART TGTTTTATCCARC.
ACAGGAGTAARRGTAT TTAGCTGACTTGCTACCTTGCACGGAGGTARCATCARRTGATCTCCTGCTATACTATGAGCCCTAGGETTTAT TTTCTTAT TCACAGTAGGAGGGT TRACAGGARTCGTCCTATCTAAT

1081 1090 1100 1110 1120 1130 1140 1150 1160 170 1180 1190 1200 1210 1215
I- 4= - - e —s- -

TCATCACTAGACATCGTACTACACGACACGTACTACGT TGTAGCCCACT TCCACTATGTCCTATCARTAGGAGCTGTAT T TGCCATCATAGGAGGCT TCATTCACTGATTTCCCCTATTCTCAGECTACACCCTA
TCATCCCTAGATATTGTACTACACGATACATACTATGTTGTCGCCCAT TTCCACTATGTTCTGTCARTAGGGGCTGTTTTTGCCATTRTAGGGGGCT TCATCCACTGATTCCCTTTATTTTCAGGCTATACATTA
TCATCCCTTGACATCGTGCTTCACGATACATACTATGTAGTAGCCCAT T TCCACTATGT TCTATCARTGGGAGCAGTGTTTGCTATCATAGCAGGAT TTGTTCACTGATTCCCATTATTTTCAGGCTTCACCCTA
TCATCACTTGATATCGTACTCCATGATACATACTATGTAGTAGCCCACTTCCACTATGTG T TRTCTATAGGAGCAGTAT T TGCCATTRTAGCCGGCTTTGTCCACTGATTTCCTCTATTTTCAGGATACACCCTA

1216 125 1235 1245 1255 1265 1275 1285 1295 1305 1315 1325 1335 1345 1350
I~ - - —s. - - -

GACCARACCTACGCCARAATCCAT TTCACTATCATAT TCATCGGCGTARATCTARCT TTCTTCCCACARCACT TTCTCGGCCTATCCGGARTGCCCCGACGT TACTCGGACTACCCCGATGCATACACCACATGA
GACCARACT TATGCCARAGCCCACT TTAT TAT TATAT TCATAGGCGTARRT T TAACCTTTTTTCCACARCACT TCCTTGGCCTATCTGGARTACCTCGACGCTAT TCTGACTACCCCGATGCTTRTACCACATGA
GATGACACATGAGCARRRGCCCACT TCGCCATCATAT TCGTAGGAGTARACATARCAT TC T TCCCTCARCAT TTCCTGGGCCTTTCAGGARTACCACGACGCTACTCAGACTACCCAGATGCT TRCACCACATGA
GACGATACATGAGCARRRGCCCACTTCGCTATCATAT TTGTAGGTGTCARCATARCAT TCTTCCCTCARCAT TTCCTAGGACTGTCAGGARTACCTCGACGATACTCTGACTACCCAGATGCTTRCACCACATGA

1351 1360 1370 1380 1390 1400 1410 1420 1430 1440 1450 1480 1470 1480 1485
I~ - - - - - —s-

ARCATCCTATCATCTGTAGGCTCAT TCAT T TCTCTAACAGCAGTARTAT TAATART TTTCATGAT T TGAGARGCC T TCGCT TCGARGCGARAAGTCCTARTAGTAGARGARCCCTCCATARACCTGGAGTGACTA
ARTGTTCTATCGTCCATTGGCTCCTTTAT TTCACTAGTAGCAGTGATCCTARTARTCTACATGATCTGAGAGGCC T TCGCCTCARRRCGCARGGTAT CARTGACCGARCARTCTCCCACTARCCTCGARTGATTA
ARCACTGTCTCTTCTATAGGATCAT TTAT TTCACTARCAGCTGTTCTCATCATGATC T TTRTART T TGAGAGGCCTTTGC T TCARRACGAGARGTARTATCAGTATCGTATGCTTCAACARAT T TRGARTGACTT
ARCACARTCTCATCTATAGGTTCATTTATCTCACTTRCAGCCGTCCTCGTRRTART T TTTATGAT TTGAGARGCCTTCGCATCARARCGAGARGTGCTTTCAGTCTCCTACTCCTCARCCARCCTAGARTGACTT

1486 1495 1505 1515 1525 1535 1545
I- e - - 1
TATGGATGCCCCCCACCCTACCACACAT TCGARGARCCCGTATACATARRATCTAGA
ARTGGCTGTCCCCCGCCTTACCACACAT TTGARGARCCAGCCTATGTTAARCTGA
CATGGCTGCCCTCCACCATATCACACAT TCGAGGARCCARCCTATGTARRRGTARRATAR
CACGGETGTCCTCCACCTTACCACACAT TCGARGAGCCTTCCTATGTAARAGT TRARTAR
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1 140

I~ 1

ATGTTCGCCGACCGTTGACTAT TCTCTACARACCACARAGACAT TGGARCACTATACC TAT TAT TCGGCGCATGAGCTGGAGTCCTAGGCACAGCTCTARGCCTCCTTAT TCGAGCCGAGCTGGGCCABCCAGGCARCET

ATGTTTATTAATCGTTGACTCT TTTCARCARRCCACARAGACATCGGARCTCTATACCTACTAT TCGGTGCATGAGCTGGARTCATAGGCACAGCTCTAAGTCTTCTCAT TCGAGCTGAGCTAGGCCARCCAGGKAGTTT

ATGTTCATTARTCGT TGAT TAT TCTCARCCART CACARAGATATCGGARCCCTCTATCTACTAT TCGGAGCCTGAGCGGGARTAGTGGGTACTGCACTAAGTAT TTTAAT TCGAGCAGART TAGGTCARCCAGGTGCACT

ATGTTCGTARRCCGTTGACTCT TTTCARCTRRCCACARAGATATCGGARCCCTCTATCTAT TAT TTGGTGCCTGAGCAGGARTAGTAGGARCAGCCT TRAGTAT TCTCAT TCGAGCTGARCTAGGACARCCAGGAGCACT
CTATTCGGAGCCTGAGCGGGARTAGT

TCGTTGATTATTCTCARCCARTCAC
AGARTTAGGTCARCCAGGTGE
ererrrerr s CELEEALELLE,EC,AC,0,CCk surrrrrrrrrrrrrrrrrrrs baLlLEELECLLEAEC.EEALL L rrrrrrrrrrrrrrrrrrrrrrrrrrrress@3sabiBELCALCCAEELLrree

141 150 160 170 260 270 280
I- 1
TCTAGGTARCGACCACATCTACARCG T TATCTCACAGCCCATGCAT TTGTARTARTC T TCTTCATAGTARTACCCATCATARTCGGAGGCT TTGGCARCTGACTAGT TCCCCTARTARTCGGTGCCCCCGATATGRCET
ACTAGGTAGTGACCATATC TATRARTGTCAT TGKARCAGCCCATGCATTCGTTRTART T TTCTTCATAGT TRTACCCAT TATART TGGAGGET TCGGGARCTGACTAGTACCCT TGATART TGGGGCTCCTGACATAGCAT
TITAGGAGATGACCARAT T TACARTGT TATCGTAACTGCCCATGCTTTTGTTATART TTTCTTCATAGTARTACCARTARTART TGGAGGCT TTGGARRCTGACTTGTCCCACTARTARTCGGAGCCCCAGATATAGCAT
CCTAGGCGATGACCARAT TTATARTGTCATTGTTRCAGCCCATGCATTCGTARTART TTTCTTTATAGTTRTGCCTATGATARTCGGAGGCTTCGGARACTGGCTTGTGCCGCTARTGAT TGGAGCCCCTGATATAGCAT

281 2% 300 310 400 a10 a20
1= |
TICCCCGCATARACARCATARGC T TCTGACTCTTACCTCCCTCTCTCCTACTCCTGCTCGCATCTGC TATAGTGGAGGCCGGAGCAGGARCAGET TGARCAGTCTACCCTCCC T TAGCAGGGARCTACTCCCACCCTGEA
TCCCCCGTCTARATARTATARGCTTCTGACTTCTTCCCCCCTCTTTCCTGCTACTTRTGGGATCARCCATARTCGAGGC TGGCGCCGGARCAGET TGARCAGTGTATCCCCCCTTRGCAGGARACTTCTCTCATCCAGEA
TCCCACGARTARATARTATARGT TTTTGACTCCTACCACCATCAT TTCTCCTTCTCCTAGCATCATCARTAGTAGARGCAGGAGCAGGARCAGGATGARCAGTCTACCCACCTCTAGCCGGARATCTRGCCCATGCAGEA
TCCCACGARTARRCARCATARGC T TTTGAT TRCTTCCCCCATCATTTTTRCTCCTTTTAGCATCATCTATGGTAGARGCCGGAGCCGGARCAGGATGARCAGTATACCCACCCT TRGCCGGTARTCTAGCCCATGECGEA

a1 a3 aq0 as0 540 550 560
I~ |
GCCTCCGTAGACCTARCCATCT TCTCCTTACACCTAGCAGGTGTCTCCTCTATC T TAGGGGCCATCART T TCATCACARCART TATCARTATARRACCCCCTGCCATAACCCARTACCARACGCCCCTCTTCRTCTGATC
GCCTCCRTAGACTTAGTCATCTTCTCCCTCCACCTAGCAGGGAT T TCCTCTATCCTAGGAGCTATCARCT TCATCACCACCAT TATCARCATGARGCCCCCCGCCATATCCCAGTATCARACCCCACTETTTGTCTGATC
GCATCAGTAGACCTARCART T TTCTCCCTTCAT T TAGCTGGAGTGTCATCTAT T TTAGGTGCART TAAT TTTAT TACCACTAT TATCARCATGARACCCCCAGCCATARCACAGTATCARACTCCACTATTTGTCTGATC
GCATCTGTTGATCTARCCATTTTCTCCCTTCACCTAGCCGGCGTATCCTCTATCTTRGGAGCTAT TAAT TTTRTCACCACTAT TRTCARTATARRRCCCCCTGCTATARCCCARTATCAGACACCTCTATTTGTGTGATC

561 570 580 590 680 630 700
1-- |
CBTCCTARTCACAGCAGTCCTACTTCTCCTATCTCTCCCAGTCCTAGCTGCTGGCATCACTATACTACTARCAGACCGCARC TCARCACCACC T TC T TCGACCCCGCCGGAGGAGGAGACCCCAT TCTATACCARCACE
TGTCCTARTCACAGCARTCCTACTACTCCTCTCCCTACCAGTC T TAGCTGCCGGCATTACTATACTACTRACAGACCGCARCCTCARTACTACC TTCTTTGATCCTACTGGAGGGGGAGACCCTATCCTATACCARCATC
CETACTTATTACAGCCGTACTGCTCCTAT TATCACTACCAGTGCTAGCCGCAGGCAT TACTATACTACTAACAGACCGCARCCTAARCACARCT TTC T TTGATCCCGCTGGAGGAGGGEACCCART TCTCTACCAGCATC
CGTATTARTTACAGCTGTACTTCTACTTCTTTCACTACCAGTGT TGGCAGCAGGCAT TRCCATACTCCTCACAGATCGARRCCTARRTACTACTTTTTTTGATCCTGCTGGAGGCGGAGATCCART TCTCTATCARCATC.

701 710 720 730 820 830 840
I- 1
TATTCTGATTTTTCGGTCACCCTGARGT TTATAT TCTTATCCTACCAGGCTTCGGARTARTCTCCCATAT TGTAACT TACTACTCCGGARARARAGARCCAT T TGGATACATAGGTATGGTCTGAGCTATGATATCARTT
TATTTTGATTCTTTGGCCACCCTGAGGTCTACATCCTTAT TCTCCCTGGAT TCGGARTARTC TCCCACAT TGTARCT TACTACTCCGGGARRRRRGAGCCAT TTGGGTATATAGGTATGACCTGGGCTATARTGTCARTC
TGTTCTGATTCTTTGG6CACCCAGARGT T TATAT TCTTATCCTCCCAGGAT TTGGART TAT T TCACATGTAGTTACTTACTACTCCGGARRRRRRGARCC T T TCGGCTATATAGGARTAGTATGAGCARTARTGTCTATT
TATTTTGATTCTTCGGACACCCAGARGTCTATATCC TCATCCTCCCAGGAT TTGGART TATCTCCCACGTAGT TRCCTACTACTCTGGGARRRRRGARCCAT TTGGATATATAGGCATAGTTTGGGCCATARTATCTATT

sa1 850 860 870 960 970 980
I 1
GGCTTCCTAGGGTTTATCGTGTGAGCACACCATATAT T TACAGTAGGARTAGACGTAGACACACGAGCATAT T TCACCTCCGCTACCATARTCATCGCTATCCCCACCGGCGTCARAGTAT T TAGCTGACTCGCCACACT
GGETTCCTGGGAT TTATTGTATGAGCCCACCACATAT T TACAGTGGGCATAGATGTAGACACACGAGCCTACT TCACCTCTGCTRCCATARTCAT TGCTAT TCCCACTGGAGT TRARGT TTTCAGCTGACTTGCTACACT
GGCTTTCTAGGCTTTATTGTATGAGCCCACCACATAT TCACAGTAGGAT TAGATGTAGACACACGAGCT TACT TTACATCAGCCACTATART TRTCGCART TCCTACCGGTGTCARAGTAT TTAGCTGACTTGCARCCCT
GGTTTCCTAGGATTTATTGTATGAGCTCATCATATATTCACAGTAGGCCTAGATGTAGACACGCGAGCCTAT TTCACATCTGCCACCATART TATCGCARTCCCTRCAGGAGTARRRGTAT TTAGCTGACTTGCTACCTT

981 9% 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120
I s - - —s- —s-

CCACGGARGCARTATGARATGATCTGCTGCAGTGCTCTGAGCCCTAGGAT TCATCTTTCTTTTCACCGTAGGTGGCCTGACTGGCAT TGTAT TAGCARACTCATCACTAGACATCGTACTACACGACACGTACTACGTTG
TCATGGAGGCARTATCARATGATCTGCCGCARTACTT TGAGCCCTAGGCTTTAT T TTTCTAT TCACCGTAGGGGGCCTTRCCGGTAT TATCT TRGCARACTCATCCCTAGATATTGTACTACACGATACATACTATGT TG
ACACGGAGGTARTAT TARRTGATCTCCAGCTATACTATGAGCCT TAGGCTTTAT TTTCTTATTTACAGTTGGTGGTCTARCCGGART TG TTTATCCARCTCATCCCTTGACATCGTGCT TCACGATACATACTATGTAG
GCACGGAGGTARCATCARRTGATCTCCTGCTATACTATGAGCCCTAGGETTTAT TTTCTTAT TCACAGTAGGAGGGT TRACAGGARTCGTCCTATCTAAT TCATCACTTGATATCGTACTCCATGATACATACTATGTAG

1121 1130 1140 1150 1160 170 1180 1190 1200 1210 1220 1230 1240 1250 1260
= - - - - - -

TRGCCCACTTCCACTATGTCCTATCARTAGGAGCTGTAT T TGCCATCATAGGAGGCTTCAT TCACTGAT T TCCCCTAT TCTCAGGCTACACCCTAGACCARACCTACGCCARARTCCAT T TCACTATCATATTCATCGGC
TCGCCCATTTCCACTATGTTCTGTCARTAGGGGCTGTTTTTGCCATTATAGGGGGCTTCATCCACTGAT TCCCTTTAT TTTCAGGCTATACAT TAGACCARACT TATGCCARRGCCCACT TTRT TATTRTATTCATAGGC.
TRGCCCATTTCCACTATG T TCTATCARTGGGAGCAGTGTTTGCTATCATAGCAGGAT TTGTTCACTGAT TCCCAT TAT TTTCAGGCTTCACCCTAGATGACACATGAGCARARGCCCACT TCGCCATCATATTCGTAGEA
TRGCCCACTTCCACTATGTGT TATCTATAGGAGCAGTAT TTGCCATTATAGCCGGCTTTGTCCACTGAT TTCCTCTATTTTCAGGATACACCCTAGACGATACATGAGCARRRGCCCACTTCGCTRTCATATTTGTAGET

1261 1270 1280 1290 1300 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400
= 4= - - - —s- —s-

GTRRATCTARCTTTCTTCCCACARCACT TTCTCGGCCTATCCGGARTGCCCCGACGTTACTCGGACTACCCCGATGCATACACCACATGARACATCCTATCATCTGTAGGCTCAT TCATTTCTCTAACAGCAGTARTATT
GTARATTTAACCTTTTTTCCACARCACT TCCTTGGCCTATCTGGARTACCTCGACGCTAT TCTGACTACCCCGATGCTTRTACCACATGARATGT TCTATCGTCCATTGGCTCCTTTATTTCACTAGTAGCAGTGATCCT
GTARRCATARCAT TCTTCCCTCARCAT TTCCTGG6CCTTTCAGGARTACCACGACGCTACTCAGACTACCCAGATGC T TRCACCACATGARACACTETCTCTTCTATAGGATCAT TTATTTCACTARCAGCTGTTCTCAT
GTCARCATARCATTCTTCCCTCARCAT TTCCTAGGACTGTCAGGARTACCTCGACGATACTCTGACTACCCAGATGC T TRCACCACATGARACACARTCTCATCTATAGGTTCATTTRTCTCACTTRCAGCCGTCCTCRT

1401 1410 1420 1430 1440 1450 1480 1470 1480 1430 1500 1510 1520 1530 1540
I - - - 4= - —s-

ARTAATTTTCATGAT TTGAGARGCC T TCGCTTCGARGCGARAAGTCC TARTAGTAGARGARCCC TCCATARACC TGGAGTGACTATATGGATGCCCCCCACCCTACCACACAT TCGARGARCCCGTATACATARRATCTA
ARTARTCTACATGATCTGAGAGGCCTTCGCCTCARARCGCARGGTAT CARTGACCGARCARTCTCCCACTARC TCGARTGAT TAARTGGCTGTCCCCCGCCT TRCCACACAT TTGARGARCCAGCCTATGT TAARCTGA
CATGATCTTTATART T TGAGAGGCCTTTGCTTCARRACGAGARGTARTATCAGTATCGTATGC TTCAACARAT T TRGARTGACT TCATGGCTGCCCTCCACCATATCACACAT TCGAGGARCCARCCTATGTARRRGTAR
ARTAATTTTTATGATTTGAGARGCCTTCGCATCARRRCGAGARGTGC T TTCAGTCTCCTACTCCTCARCCARCCTAGARTGACT TCACGGETGTCCTCCACCTTRCCACACAT TCGARGAGCCTTCCTATGTARRRGTTA
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1 130 135
I~ |
ATGTTCGCCGACCGTTGACTAT TCTCTACARACCACARAGACAT TGGARCACTATACCTAT TAT TCGGCGCATGAGCTGGAGTCCTAGGCACAGCTCTARGCCTCC T TAT TCGAGCCGAGCTGGGCCAGCCAGGE.
ATGTTTATTAATCGTTGACTCT TTTCARCARACCACARAGACATCGGARCTCTATACCTACTAT TCGGTGCATGAGC TGGARTCATAGGCACAGC TCTAAGTCTTCTCAT TCGAGCTGAGCTAGGCCARCCAGEK
ATGTTCATTARTCGTTGAT TAT TCTCARCCART CACARAGATATCGGARCCCTCTATCTACTAT TCGGAGCCTGAGCGGGARTAGTGGGTACTGCACTAAGTAT T T TAAT TCGAGCAGART TAGGTCARCCAGET
ATGTTCGTARRCCGTTGACTCT TTTCARCTARCCACARAGATATCGGARCCCTCTATCTAT TAT TTGGTGCCTGAGCAGGARTAGTAGGARCAGCCT TAAGTAT TCTCAT TCGAGCTGARCTAGGACARCCAGEA

13 145 155 165 195 205 215 205 235 245 255 265 270
I~ |
ARCCTTCTAGGTAACGACCACATCTACARCG T TATCGTCACAGCCCATGCAT T TGTARTARTCT TCTTCATAGTARTACCCATCATARTCGGAGGCT TTGGCARCTGACTAGT TCCCCTARTARTCGGTGCCCCE.
AGTTTACTAGGTAGTGACCATATC TATRARTGTCAT TGKARCAGCCCATGCATTCGTTRTART T TTCTTCATAGT TRTACCCAT TRTART TGGAGGT TCGGGARCTGACTAGTACCCTTGATART TGGGGCTCCT
GCACTTTTAGGAGATGACCARAT T TACARTGTTATCGTARCTGCCCATGCTTTTGT TRTART TTTCTTCATAGTARTACCARTARTART TGGAGGCT TTGGARRCTGACTTGTCCCACTARTARTCGGAGCCCCA
GCACTCCTAGGCGATGACCARRT TTATRARTGTCATTGTTRCAGCCCATGCATTCGTARTART TTTCTTTRTAGTTRTGCCTATGATARTCGGAGGCTTCGGARRCTGGCTTGTGCCGCTARTGATTGGAGCCCCT

271 280 290 300 330 340 350 360 370 380 390 400 405
I |
GATATGGCGTTTCCCCGCATARACARCATARGC T TCTGACTCTTACCTCCCTCTCTCCTACTCCTGCTCGCATCTGC TATAGTGGAGGCCGGAGCAGGARCAGET TGARCAGTCTACCCTCCCTTAGCAGEGAAC
GACATAGCATTCCCCCGTCTARATARTATARGCTTCTGACTICTTCCCCCCTCTTTCCTGCTACTTRTGGGATCARCCATARTCGAGGCTGGCGCCGGARCAGET TGARCAGTGTATCCCCCCTTRGCAGGARAC.
GATATAGCAT TCCCACGARTARATARTATARGT TTTTGACTCCTACCACCATCAT TTCTCCTTCTCCTAGCATCATCARTAGTAGARGCAGGAGCAGGARCAGGATGARCAGTCTACCCACCTCTAGCCGGARAT
GATATAGCATTCCCACGARTARRCARCATARGCT TTTGAT TACTTCCCCCATCATTTTTRCTCCTTTTRGCATCATCTATGGTAGARGCCGGAGCCGGARCAGGATGARCAGTATACCCACCCT TRGCCGGTART

a6 a15 a5 a35 485 a7s a85 435 505 515 525 535 540
I~ |
TACTCCCACCCTGGAGCCTCCGTAGACCTAACCATCTTCTCCTTACACCTAGCAGGTGTCTCCTCTATCT TAGGGGCCATCART TTCATCACARCART TATCARTATARRACCCCCTGCCATAACCCARTACCAR
TTCTCTCATCCAGGAGCCTCCGTAGACT TAGTCATC TTCTCCCTCCACCTAGCAGGGAT T TCCTCTATCCTAGGAGCTATCARCT TCATCACCACCAT TATCARCATGARGCCCCCCGCCATRTCCCAGTATCAR
CTRGCCCATGCAGGAGCATCAGTAGACCTARCART TTTCTCCCTTCAT T TAGCTGGAGTGTCATCTAT T TTAGGTGCART TAAT TTTAT TACCACTAT TATCARCATGARACCCCCAGCCATARCACAGTATCAR
CTRGCCCATGCCGGAGCATCTGTTGATCTARCCATTTTCTCCCTTCACCTAGCCGGCGTATCCTCTATCTTRGGAGCTAT TAAT TTTATCACCACTAT TRTCARTATARRRCCCCCTGCTRTARCCCARTATCAG

541 550 560 570 600 610 620 630 640 650 660 670 675

1 |

ACGCCCCTCTTCGTCTGATCCGTCCTARTCACAGCAGTCCTACTTCTCCTATCTCTCCCAGTCCTAGCTGCTGGCATCACTATACTACTARCAGACCGCARCC TCARCACCACC T TCT TCGACCCCGCCGGAGEA

ACCCCACTETTTGTCTGATCTGTCCTARTCACAGCARTCCTACTACTCCTCTCCCTACCAGTCT TAGCTGCCGGCATTACTATACTACTAACAGACCGCARCCTCARTACTACCTTCTTTGATCCTACTGGAGGG:

ACTCCACTATTTGTCTGATCCGTACTTATTACAGCCGTACTGCTCCTAT TATCACTACCAGTGCTAGCCGCAGGCAT TACTATACTACTAACAGACCGCARCC TRRRCACARCT TTCTTTGATCCCGCTGGAGEA

ACACCTCTATTTGTGTGATCCGTAT TARTTACAGCTGTACTTCTACTTCTTTCACTACCAGTGT TGGCAGCAGGCAT TRCCATACTCCTCACAGATCGARRCCTRRRTACTRCTTTTTTTGATCCTGCTGGAGGC.
TCCTACTTCTCCTATCTCTCCCAGTCET

CTTCGTCTGATCCRTCCTARTE
CTCARCACCACCTTCTTCGA
rrrrree bl gL EEALCLEEL b ALt tssss b yCELCELCEL b LECLCELCEABE L brrrsrsrrrrrrrrrrrrrrrrrrrrrrrrrrrssssCE,22,30,30,E0,EELGALtrrrrrrrrees

676 685 635 705 735 745 755 765 775 785 795 805 810
I- |
GGAGACCCCATTCTATACCARCACCTAT TCTGAT TTTTCGGTCACCCTGARGT TTATAT TCTTATCCTACCAGGCTTCGGARTARTCTCCCATAT TGTAACT TACTACTCCGGARARRRAGARCCAT TTGGATAC
GGAGACCCTATCCTATACCARCATCTAT TTTGAT TCT TTGGCCACCCTGAGGTCTACATCCTTATTCTCCCTGGAT TCGGARTARTCTCCCACAT TGTAACT TACTACTCCGGGARRRRRGAGCCAT TTGGGTAT
GGGGACCCARTTCTCTACCAGCATCTGTTCTGAT TCTTTGG6CACCCAGARGT T TATAT TCTTRTCCTCCCAGGAT TTGGART TAT T TCACATGTAGTTACT TACTACTCCGGARRRRRRGARCCTTTCGGCTAT
GGAGATCCARTTCTCTATCARCATCTATTTTGAT TCTTCGGACACCCAGARGTCTATATCCTCATCCTCCCAGGAT TTGGART TRTCTCCCACGTAGT TRCCTACTACTCTGGGARRRRRGARCCAT TTGGATAT

811 820 830 840 870 880 830 900 910 920 930 940 945
I~ |
ATAGGTATGGTCTGAGCTATGATATCART TGGCTTCCTAGGGT TTATCGTGTGAGCACACCATATAT T TACAGTAGGARTAGACGTAGACACACGAGCATAT T TCACCTCCGCTACCATARTCATCGCTATCCCE.
ATAGGTATGACCTGGGC TATARTGTCARTCGGETTCCTGGGAT TTAT TGTATGAGCCCACCACATAT TTACAGTGGGCATAGATGTAGACACACGAGCCTACT TCACCTCTGCTACCATARTCATTGCTATTCCL.
ATAGGARTAGTATGAGCARTARTGTCTATTGGCT TTCTAGGCT TTAT TGTATGAGCCCACCACATAT TCACAGTAGGAT TAGATGTAGACACACGAGCT TACT TTACATCAGCCACTATARTTRTCGCARTTCCT
ATAGGCATAGTTTGGGCCATARTATCTATTGGT TTCCTAGGAT TTATTGTATGAGCTCATCATATAT TCACAGTAGGCCTAGATGTAGACACGCGAGCCTAT TTCACATCTGCCACCATART TRTCGCARTCCCT

946 955 965 975 985 995 1005 1015 1025 1035 1045 1085 1085 1075 1080
I- . - - -

ACCGGCGTCARAGTAT T TAGCTGACTCGCCACACTCCACGGARGCARTATGARATGATCTGCTGCAGTGCTCTGAGCCCTAGGAT TCATCTTTCT TTTCACCGTAGGTGGCCTGACTGGCATTGTATTAGCARAC
ACTGGAGTTARAGT TTTCAGCTGACTTGCTACACT TCATGGAGGCARTATCARATGATCTGCCGCARTACT T TGAGCCCTAGGCTTTATTTTTCTATTCACCGTAGGGGGCCTTRCCGGTAT TATCT TAGCARAC
ACCGGTGTCARAGTAT TTAGCTGACTTGCARCCCTACACGGAGGTARTAT TAARTGATCTCCAGCTATACTATGAGCCT TAGGCTTTATTTTCTTAT TTACAGTTGGTGGTCTAACCGGART TGTTTTATCCARC.
ACAGGAGTAARRGTAT TTAGCTGACTTGCTACCTTGCACGGAGGTARCATCARRTGATCTCCTGCTATACTATGAGCCCTAGGETTTAT TTTCTTAT TCACAGTAGGAGGGT TRACAGGARTCGTCCTATCTAAT

1081 1090 1100 1110 1120 1130 1140 1150 1160 170 1180 1190 1200 1210 1215
I- 4= - - e —s- -

TCATCACTAGACATCGTACTACACGACACGTACTACGT TGTAGCCCACT TCCACTATGTCCTATCARTAGGAGCTGTAT T TGCCATCATAGGAGGCT TCATTCACTGATTTCCCCTATTCTCAGECTACACCCTA
TCATCCCTAGATATTGTACTACACGATACATACTATGTTGTCGCCCAT TTCCACTATGTTCTGTCARTAGGGGCTGTTTTTGCCATTRTAGGGGGCT TCATCCACTGATTCCCTTTATTTTCAGGCTATACATTA
TCATCCCTTGACATCGTGCTTCACGATACATACTATGTAGTAGCCCAT T TCCACTATGT TCTATCARTGGGAGCAGTGTTTGCTATCATAGCAGGAT TTGTTCACTGATTCCCATTATTTTCAGGCTTCACCCTA
TCATCACTTGATATCGTACTCCATGATACATACTATGTAGTAGCCCACTTCCACTATGTG T TRTCTATAGGAGCAGTAT T TGCCATTRTAGCCGGCTTTGTCCACTGATTTCCTCTATTTTCAGGATACACCCTA

1216 125 1235 1245 1255 1265 1275 1285 1295 1305 1315 1325 1335 1345 1350
I~ - - —s. - - -

GACCARACCTACGCCARAATCCAT TTCACTATCATAT TCATCGGCGTARATCTARCT TTCTTCCCACARCACT TTCTCGGCCTATCCGGARTGCCCCGACGT TACTCGGACTACCCCGATGCATACACCACATGA
GACCARACT TATGCCARAGCCCACT TTAT TAT TATAT TCATAGGCGTARRT T TAACCTTTTTTCCACARCACT TCCTTGGCCTATCTGGARTACCTCGACGCTAT TCTGACTACCCCGATGCTTRTACCACATGA
GATGACACATGAGCARRRGCCCACT TCGCCATCATAT TCGTAGGAGTARACATARCAT TC T TCCCTCARCAT TTCCTGGGCCTTTCAGGARTACCACGACGCTACTCAGACTACCCAGATGCT TRCACCACATGA
GACGATACATGAGCARRRGCCCACTTCGCTATCATAT TTGTAGGTGTCARCATARCAT TCTTCCCTCARCAT TTCCTAGGACTGTCAGGARTACCTCGACGATACTCTGACTACCCAGATGCTTRCACCACATGA

1351 1360 1370 1380 1390 1400 1410 1420 1430 1440 1450 1480 1470 1480 1485
I~ - - - - - —s-

ARCATCCTATCATCTGTAGGCTCAT TCAT T TCTCTAACAGCAGTARTAT TAATART TTTCATGAT T TGAGARGCC T TCGCT TCGARGCGARAAGTCCTARTAGTAGARGARCCCTCCATARACCTGGAGTGACTA
ARTGTTCTATCGTCCATTGGCTCCTTTAT TTCACTAGTAGCAGTGATCCTARTARTCTACATGATCTGAGAGGCC T TCGCCTCARRRCGCARGGTAT CARTGACCGARCARTCTCCCACTARCCTCGARTGATTA
ARCACTGTCTCTTCTATAGGATCAT TTAT TTCACTARCAGCTGTTCTCATCATGATC T TTRTART T TGAGAGGCCTTTGC T TCARRACGAGARGTARTATCAGTATCGTATGCTTCAACARAT T TRGARTGACTT
ARCACARTCTCATCTATAGGTTCATTTATCTCACTTRCAGCCGTCCTCGTRRTART T TTTATGAT TTGAGARGCCTTCGCATCARARCGAGARGTGCTTTCAGTCTCCTACTCCTCARCCARCCTAGARTGACTT

1486 1495 1505 1515 1525 1535 1545
I- e - - 1
TATGGATGCCCCCCACCCTACCACACAT TCGARGARCCCGTATACATARRATCTAGA
ARTGGCTGTCCCCCGCCTTACCACACAT TTGARGARCCAGCCTATGTTAARCTGA
CATGGCTGCCCTCCACCATATCACACAT TCGAGGARCCARCCTATGTARRRGTARRATAR
CACGGETGTCCTCCACCTTACCACACAT TCGARGAGCCTTCCTATGTAARAGT TRARTAR






 


 


 




     

