DVETNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACGTGGAGACAAATCCCGGGCCCCAC

780 790 200 310 320 330 340

ol

340
TACAAGTCOCOOGTCTAGAGC COAGGOCAGGGOAAGTC TTCTAACATGCGGGCACGTOR AGACARATCCC GGG CCCCACCACCACCACCACCACTTACGTCC

360 370 250

DVEMNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACGTGGAGATGAATCCCGGGCCCCAC

TE0 T30 200 210 220 230
AHCALGTCCGOGTCTAGAGCCGAGG GO AGOGOAAGTCTTCTAACATGCGGGGAC

G TG

K

&0

240 250
AT a8 TCCCO GGGUOCCCACCACC




Upstream context of 2A is in blue and the consensus in black, the mutations introduced in red

DVELNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACGTGGAGCTTAATCCCGGGCCCCAL

790 200 a10 a20

GO TCTAGAGUC GAGOGC AGOOGAAGTOCTTCTAACATGCOG GGG AC

330

3T (]

&40 250 B6C

GAGE TTAATCCOCOGGCCCCAC CACC

DVESNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACGTGGAGTCTAATCCCGGGCCCCAC

Ta0 200 210 820
TAGAGUOGAGOGCAGGOOAAGTC T TOTAACATG COGGG AC

a3
G T

G AG

[ ]

240
AAHTCCCGGGO




DIELNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACATTGAGCTAAATCCCGGGCCC-

00 200 210 220 230
GGTCTAGAGCCGAGGGCAGGGG AAGTCT TCTAACATGCGGGGAC

Edlll] 250

AT TCGAGE TAAATC CCGGGCRCC

O

DIESNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACATTGAGTCGAATCCCGGGCCC-

a0 200 210 220 230

CTAGAGCC GAGGGC AGGOCGAAGTCTTCTAACATOCGGOG ACAT ITGAG(T C(

240 250
FAATCCCGEGCCCCACC




DIETNPGP

TCTAGACGCGCCGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACATTGAGACGAATCCCGGGCCC-

200 210 220 230
TCTAGAGCCOGA GGG C A OGGOGAAGTC TTCTAACATGC GOGG0G A

ATT

O A G

240
4 O

230
&8 TCOCC GGG CCCAC




