DHV P16A

TCTAGAGACCAAATTAGAAACAAGAAAGATCTCACTACTGAAGGAGTCGAGEEAAACCCCGGGCCCEAL

700 200 210 220 230
TCTAGAGACCAAATTAGAAACALGAALGATC TCACTACTGAAGGAGTC GAG

5 C A

240 250
AACCCCGGGCCCCAC




DHV K6P+ K7P

TCTAGAGACCARATTAGAAACEEEECAGATCTCACTACTGAAGGAGT CGAGCCAAACCCCGGGCCCEAE

00 200 1a 220 230 240 250
TCTAGAGACCAAATTAGAAACICCOGCCAGATCTCACTACTGAAGGAGTC GAGCCAAACCCCGGGCCCCAC

DHV T10P+ T11P

TCTAGAGACCAAATTAGAAACAAGAAAGATCTCECTCCTGAAGGAGTCGAGCCAAACCCCGGGCCCEAL

790 200 210 20 230 240 250
GTCTAGAGACC AAATTAGAAACAAGAAAGATCTOQCCTCC TIGAAGGAGTC GAGCCAAACCCC GGG COCCAC




TaV R1P +A2P

90 200 210 220 230 240 250
GTCTAGACCACCGGAGGOCAGGOOAAGTC TTC TAACAT GO GOOGACGT GOAGGAAAATCCCOGGGCCCCAC

ol e

TaV T10P +C11P

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTACCACCCGGGGACGTGGAGGAAAATCCCGGGCCCCAL

il a00 210 B20 &30 240 850
GTCTAGAGCCGAGOGCAGGGGAAGTC TTCTAL CACCOGOGGACGT GOAGGAAAATCCCGGGCCCCAC

iy




FMA16P

TCTAGAGGAGCATGCCAGCTGTTGAATTTTGACCTTCTTAAGCTTEEEGGAGACGTCGAGTCCAACCCCGGGCCCEAL

00 200 210 220 230
TCTAGAGGAGC AT GCCAGC TOTT GAATTTTGACCTTC TTALAGCTT

ccG

Wl

240 250 260
GGAGACGTC GAGTCCAACCCC GGGCCC

FMS21P

TCTAGAGGAGCATGCCAGCTGTTGAATTTTGACCTTCTTAAGCTTGCGGGAGACGTCGAGEEEAACCCCGGGCCCEAE

Ta0 200 210 220 220

240 250 260

TCTAGAGGAGCATGCCAGC TOTTGAATTTTGACC TTCTTAAGC TT GC GGGAGACGTC GAGCCCAACCCCGGGCCCC A

M e




FM D11P +L12P

TCTAGAGGAGCATGCCAGCTGTTGAATTTTEEEECAC TTAAGCTTGCGGGAGACGTCGAGTCCAACCCCGGGCCCEAC

200 210 | 230 240 250 260
TOTAGAGGAGCATGCCAGC TOTTGAATTTTICC GOCCACTTAAGOCTTGOGOGAGACOGTCGAGTCCAACCCCGGOCCC

[,

FM A4P +C5P

TCTAGACCABCACEECAGCTGTTGAATTTTGACCTTCTTAAGCTTGCGGGAGACGTCGAGTCCAACCCCGGGCCCERE

90 200 210 220 230 240 250 260
TCTAGACCACCACCC|ICAGC TOTTGAATTTTOGACCTTCTTAAGC TTGO GGGAGACGTCGAGTCCAACCCCGGGCCC

MR P




