Table 1 Suppl. Primers used in this study. In the sequence of oligonucleotides used for the site directed mutagenesis mutations are
highlighted in bold. Restriction sites (Sacl and BamHI) are typed in bold in the oligonucleotide sequences (for - forward, rev - reverse).

Name of the oligomer

Nucleotide sequence (5’ - 3°)

TSWYV NSs BiFC for
TSWYV NSs BiFC rev
TSWYV R337A for
TSWV R337A rev
TSWYV H340A for
TSWYV H340A rev
TSWV E344A for
TSWV E344A rev
TSWYV NSs Sacl for
TSWV NSs BamHI rev
GFP real-time for
GFP real-time rev
BiFC real-time for
BiFC real-time rev
EF1la for

EFla rev

GGGGACAAGTTTGTACAAAAAAGCAGGCTTCATGTCTTCAAGTGTTTATGAGTCGA
GGGGACCACTTTGTACAAGAAAGCTGGGTCGTGATGGTGATGGTGATGTTTTGATCCTGA
ATGATCCTTCATATCCTCAGGCGATTGTTCATGCTCTGCTTGA
TCAAGCAGAGCATGAACAATCGCCTGAGGATATGAAGGATCAT
CATATCCTCAGAGGATTGTTGCTGCTCTGCTTGAAACTCACAC
TTGTGAGTTTCAAGCAGAGCAGCAACAATCCTCTGAGGATATG
GGATTGTTCATGCTCTGCTTGCAACTCACACATCTTTTGCACA
TGTGCAAAAGATGTGTGAGTTGCAAGCAGAGCATGAACAATCC
GGGAGCTCAGAGCAATTGTGTCATAATTTTATTCTTAATCAAACCT
GGGGATCCGGACATAGCAAGAATTATTTTGATCCTGAAGCATATG
AGTGGAGAGGGTGAAGGTGATG

TGATCTGGGTATCTTGAAAAGC

GCTGTTGTAGATTCTTACTGGATT

TCACAGGGAAGATTCCCTACC

TGGTGTCCTCAAGCCTGGTATGGTTG

ACGCTTGAGATCCTTAACCGCAACATTCTT




ANOVA ANOVA
VARODOD2 VAR0D0002
sum of Sum of
Squares df Mean Square F Sig Squares df Mean Square F Sig
Between Groups 2,462 4 615 3,647 012 Between Groups 398 5095 4 99,649 60,551 000
Within Groups 7594 45 169 Within Groups 41,143 25 1,646
Total 10,055 49 Total 439,738 29

Multiple Comparisons

Multiple Comparisons
Dapendsnt Variable: VARO0DD2 Depender Variable:
Mea 95% Confidence Interval Games-Howell
Difference (- i . Mean Interval
() VARODDD1 ) VARDDOO1 J ) Std, Emor Sig, Lowsr Bound  Upper Bound e T oper
Tukey HSD P14 NSS -55280° 18371 033 10748 -0308 (1) VARDOOOT () |sto.Emor| sig Bound | Bound
NSSRIITA - 34330 REEn 49 - 8653 A7e7 i k3 01677 0.23863] 0023) 0.1248] 17086
HSSH3404 43750 18371 RE) - 9505 0845 ® 178831 034601 0005 06060 29686
E33A 641500 8an 008 11635 - 1195 o -22617| 050155 0.019| -4.0929| -0.4304
NS§ P14 552800 Asan 033 0308 10748 L] azees] oarorciPRY 20603 47074
U u u . 5 K -9167| 023883| 0023 -17088| -0.1248
NSSR33TA .20350 18371 784 - 3125 735 [} 08717 032083 04156 02853 20288
NSSH3404 11530 18371 a70 - 4067 8373 o aa7ea| 040026] 0004 50130 13428
E344A -08870 1837 989 - 5107 A3 wt 24717 036472| 0002 11665 87769
NSSR33TA P14 34330 83T kIt -ATET 8653 5 3 178837 0354601 0008 -29686 -06080
NSs 20850 18371 784 7315 125 5 08717 032943 0156 -20286| 02852
NSSH340A 09420 48371 486 - 6162 4278 ofp 40500 055040| 0000 -59204f 21706
E384A 18371 A9 - 8202 2238 L] 16000] 044238) 0031 01307 30603
NSSH340A P14 28371 138 - 0845 19585 gt % 22617| 050155 0019 04304 40920
NSS 18371 70 - 5373 A067 : i;;';; g;ii’: g‘m ;'?‘;:2 ::;i
NSSR337TA 08420 18371 986 -4278 6162 = sesco| 057z0] 0008 37270 75750
E344A ~20400 83T 200 - 7260 3180 o) % assy| 037976| 0000 47074 20683
E344A P14 641500 1831 409 1195 11635 % 24717 036472| 0002 -37769| -11665
NSS 0887018371 489 -4333 6107 ] 160007 044238| 0031 30803 01307
NSSR33TA 26820 18371 st - 2238 8202 9P 56500 057230|  0g00| 75730 -3Temo
NSSH340A 20400 asant 800 - 3180 7260 Based on observed means.
Games-Howsll P14 NSS -552800 16279 038 -1,0818 -0238 * The mean difference is significant al the 0,06 level
NSSR337TA 3330 0971 027 - 8539 -0327
NSSH340A -A37T50 12085 023 - 8203 - 0547
E344A -B4150 20000 058 13015 0185
NSS P4 552800 16279 038 0238 1,0818
NSSRIITA 20850 17633 765 - 3453 7643
NSSH3404 153019077 72 - 4681 6967
E344n 08870 24944 996 - 8469 6695
NSSR33TA P14 4330 0eam i 0327 6530
NsS 20850 17633 765 - 7643 3453
NSSH340A 09420 14083 a6t -5224 3340
E3t4A 29820 21368 41 - 9753 3769
NSSH340A P14 437500 12085 023 0547 8203
NSS 1153019077 972 - 6987 A601
NSSR337TA 00420 14083 961 - 3340 5224
E344A 20400 27 288 -8008 4620
E344A P4 6415020000 058 -0185 1,3015
NS5 08370 24044 356 - 5695 3460
NSSR337A 20820 21368 41 - 3789 9763
NSSHI40A 20400 247 88 - 4929 9009

*. The mean difference is significant atthe 0,05 level

Fig. 1 Suppl. 4: Data of the statistical analysis of the electrolyte leakage experiment depicted in Fig. 3. B: Statistical analysis of the
GFP mRNA accumulation depicted in Fig. 4.



