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Table S1. Phenological and physiological characterization of FvHph+ strain in comparison with WT strain,
Fv10027_tl.

Dry Weight S L F isi

stains e e

Fv10027_t1 153 +4 234+9 6.73 x 106 472+1.2

FoHph* 118 +2 160 + 0 6.81 x 106 60.3+2.2

Table S2. List of primers used for cDNA amplification.
Gene T. Annealing (°C) Sequence

EG I e CICCACGTICTCOATGTGET
WEG IR 6 TTGICOOCTGOCTITACAGT
wveG s 1Y . ATTGTTCCGICGITCOTIGE
WEG oy 67 AACCATGATICGAGCAGGCA
wiGoms s AACACCAGCCATGATGTCGT
EGORN 6 COAGAAACTICCCOAACGCA
EGORR 6 CAGCGTTCATCATCTTGOCE
prosEwes 1 6 GTACTIGAGGTCACOGTAGGAGG

Table S3. Number of reads of the samples (Fv10027_t0, Fv10027_t1, FvHph+, AFv_lds1D and AFv_lds1T)
obtained on the Illumina HiSeq platform, before and after the trimming.

Before Trimming
Fv10027_t0  Fv10027_t1 = FvHph*  AFv_lds1D  AFv_lds1T

Reads 4718,572 3,473,791 9,385,919 7,028,131 11,346,389

Length 100 100 150 100 100
After Trimming

Reads 3,377,271 2,228,758 6,369,195 6,264,405 10,125,903

Length 35-90 35-90 35-140 35-90 35-90

Discard 28.43% 35.84% 32.14% 10.87% 10.76%
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Figure S1. Characterization of the genomic organization of Hph cassette in AFv_Ids1D (10 pug genomic
DNA; (A) and (5 ug genomic DNA; (B), and AFv_lds1T (10 pug genomic DNA; (C) and (5 ug genomic
DNA; (D). Southern Blot hybridization of Kpnl-restricted genomic DNA was carried out using PCR
digoxigenin  (DIG)-labelled  fragments by using primers Hph_pAN7.1 _For (5-
AACTGTGATGGACGACACCG) and Hph_pAN7.1_Rev (5-GATTTGTGTACGCCCGACAG). Hph
probe was hybridized at 50 °C. Molecular weight DNA marker: DIG-labeled AhindIII.
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Figure S2. Validation of NGS information by standard procedures. A) Sanger sequencing of DIP1
variant; B) Sanger sequencing of DIP4 variant; C) Sanger sequencing of SNP5 variant; SV-1 validation
by end-point PCR (lanel Fv10027_t1, lane2 AFv_lds1D and lane 3 AFv_lds1T); D) The Integrative
Genomics Viewer (IGV) of the entire samples set (from 1 row: Fv10027_t0, Fv10027_t1, FvHph*
AFv_lds1D and AFv_lds1T) showing the 535bp SV, in the position “Scaffold_9:449256".
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Figure S3. Characterization of the genomic organization of Hph cassette in FvHph* (A,B), Fv10027_t1
(C,D), positive control (pAN 7.1::Hph) (E). Southern Blot hybridization of Kpnl-restricted genomic
DNA was carried out using PCR digoxigenin (DIG)-labelled fragments by using primers
Hph_pAN?7.1_For (5-AACTGTGATGGACGACACCG) and Hph_pAN7.1_Rev (5"
GATTTGTGTACGCCCGACAG). Hph probe was hybridized at 50 °C.



