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1. INTRODUCTION 2. METHODS

For the detection of SVs we integrated the results obtained using three different
tools: DELLY [5], GASV [6] and a pipeline developed by our research group [7].
SVs were classified as insertions (Fig 1A) or deletions (Fig 1B), based on two
outgroup species (Vitis armata and Vitis rupestris) and on their phylogenetic
relationship with V. vinifera.  a B

Genomes of individuals belonging to the same species can differ due to structural variation,
encompassing both smaller variants due to transposable elements and larger ones, which
modify the chromosomal structure. Based on these observations, a single genome might not
reflect the entire genomic complement of a species. Therefore, the concept of pan-genome,
originally introduced for bacteria [1], was extended to plants [2,3]. It is composed by a Core
Genome (CG), shared by all individuals, and a Dispensable Genome (DG), present in some o _— | |
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fraction, Structural Variants (SVs) ranging in size between 1 Kb and 25 Kb were identified in vinifera, but absent in the outgroup
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3. SV CLASSIFICATION & ANNOTATION
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4. SV vs GENE EXPRESSION
While promoting genetic variability, TEs o . |
| disrunt enes comoter or Table 1. Rkatsiteli allele-specific expression of the VIT_16s0039g01920 gene.
may also p g ! p TE absent (-) TE present (+) Table 2. FPKM levels of the VIT 16s0039g01920 gene in presence or absence of TE.
enhar?cer sgquences or alter the sta_tus ONA 1 _ i Ieavgs 2 352 Variety Sangiovese | Rkastiteli | Traminer | Kismish
of epigenetic marks, such as cytosine AnShOSOR MSETHET tendrils 2 714 TE genotype N " m o
- ( \ berries 0 410 y
mEthylathn. On the Other hand, TES OT# : TE_consensus _B6045 OTC : TE_consensus _BE050 |eaves 0.0 25.4 30.8 90.4
. . OTC:TE_consensus _560d4% R O.O 43.3 49.2 97-1
may also Increase expression oOf R A e mm=—— Predicted gene (VIT_16s0039g01920) FPKM tbe Qrcrlir 'els 00 2340 s 0.5
transcription factors (Table 1,2) and - == === === Predicted transcripts in Rkatsiteli ~absence of TE: + presence of TE,
modlfy the gene structure (Flg 7) Fig 7. Predicted transcripts in Rkatsiteli, based on the presence or absence of the TE.
5. PAN-GENOME ESTIMATION 6. CONCLUSIONS AND OUTLOOKS
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Fig 10. Genome expansion as a conseguence of TE expansion.
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