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List of oligonucleotides

Oligonucleotide Structure Application
Hv_Nud_lexF 5-AGCGTAGGTGTATACGCATCCG-3' | Nud exon1 amplification
‘Hv_Nud_TexR 5-GAGTCGTAGGCCGGAGAGTAG3' | Nud exon1 amplification, NGS
HvVrsT F1 5-CCGATCACCTTCACATCTCC-3 Vrsl exonl amplification
Hv_Vrs 1_R 1 .................... 5 CAGAATCTCGTCCTGCTCGT3 ...........................................................................
HV_NU d_F 4 ................... 5 ACTGCCTGCTGATCATTCCT_3 .............................................................................. NGS ..................................................
Hv_Vrsl TexF 5-CAGAACAACCTACCGTGTCTC-3'
Hv_Vrsl_TexR 5-GCACATACAAACACAGAATGGA-3'
Nud_ex1 50F ............... 5 TGGCGCTCCTGG GTCTCCGAGATC-3 e c |on|ng ...........................................
‘Nud_exI-50R 5-AAACGATCTCGGAGACCCAGGAG-3
‘Nud_ex1-45F 5 TGGCGGAGACCCAGGAGCCCCAG3'
‘Nud_ex1-45R 5-AAACCTGGGGCTCCTGGGTCTCC-3
Vrs_ex1-33F 5-TGGCGTGGACACGACTTTCTTCG3
Vrs exI33R 5-AAACCGAAGAAAGTCGTGTCCAC-3
OsU3-1_GibF 5-AAGCTCACGTGACGGAATTAAGCTTAGTAATTCATCCAGGTCACCAAG-3'
OsU3-1 GbR 5 TTATGTCCACTGGGTTGGGGTCTCCGCCACGGATCATCTGCAC-3
0sU3-2 GibF 5-GTGCAGATGATCCGTGGCGGAGACCCCAACCCAGTGGACATAAG-3
0sU32 GibR 5ACTGCAGGAATTCGATATCAAGCTTAGCAGCAAGCAGTATCGATC-3

ATGGTACAGT CCRRGARRGAR GTITTCGCGGC GICAGG IG CICCIGGGIC TCCG
ATGGTACAGT GARGAA GITIC GT TGGE6 CTICCTIGGGIC TCC
ATGGTACA GAL GT CIGGGG ¢
ATGGTA GAR GIC CIGGGG

Consensus ATGGTACAGT ¢ GRAGRR GITIC C GICA CCACTGGGG

ACGTGGACA CGACTTICIT C
C RRLCGTIGGACA CGACTTTCIT CG-:

Morex
Consensus

1
Vrsl Aley A CGTGGACA CGACTTTCIT CGCGGCCAAT
Bowman A& GTGGACA CGACTTICIT C
Barke A GTGGACA CGACTTITICTIT C
A
AT(

Alignment of Nud and Vrs1 target gene fragments (cv. Aley) to reference sequences. Bars correspond to target sites, PAM motifs
are underlined.



