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Clade Genomes Clade Genomes
Basal Malpighiales: 2
Ambarelial 0| Calaatrales [}
Nymphaaales 0)Zygophyllales 0
Austrobaibayalas 0| Garanialas o
Monocots My rtalis 1
Argcabas 2| Cressosomatales o
Poales 4| Pleramnlales 1]
Commelinales 0| Malvales l_ B
| Zingiberales I: 4| Brassicales 0 12|
Asparagales I 5| Huerteales ]
Liliables 0] Bapindales 1 10
Dioscoreales 1| Vitabes 1
Pandanabes 0| Saxifragales 2
Patrosaviales 0| Dilleniales ]
Alismatales 3| Berberidopsidales [}
Acorales 0| Sanialales 1
Magnaoliids Caryophyllales || 7
Magnoliales 1| Comales 1
Laurales 0|Ericales L ]
Piparalas 0| Aquitoliakias [
Cansllales 0| Astarates L B
Ceratophyllales 0| Escalloniales o
Chloranthales | Bruniales [
Eudicots Apiales [ 3
Ranunculales 4| Dipsacales 1
Proteales 2| Paracryphiales o
Trochodendrales 0| Solanales 4 14
Buxales 0| Lamiales i 11
Gunnerales 0| Vahkales [
Fabales 14| Gentianales [ 4
Rosales 25| Boraginabes [
Fagales 9| Garryabes 1
Cucurbilakas 11 | Matieniusabes [
Crualidales 0| lcacinalas [

Total Orders = 64, Orders with sequenced genomes = 30
Todal sedpianced AngIOsparms pancmes = 175
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Abstract

By providing diverse types of crops such as fruits, vegetables, ornamentals, medicinal herbs,
and spices, Horticultural plants play critical roles in supplying foods and medicine for humans.
Biotechnology provides tools to improve the quantity and quality of crops. This report aims to
introduce approaches, tools, and scope of biotechnology in horticulture, which has been used in
recent years to improve horticultural crops. Cellular processes are controlled at various levels, and
the consequence of a series of hierarchical processes related to genome, transcriptome, proteome,
and metabolome ultimately determines the phenotype of an organism. The ultimate aim of genomics
and transcriptomics is to identify the structure and function of all the genes of all organisms. In
recent years, new tools and approaches that are available for investigating gene structure and
function have been steadily developed, such as new cloning methods and vectors, microarray, high-
throughput Next Generation Sequencing, mass spectroscopy (MS), gene silencing using VIGS and
RNAI, along with gene and genome editing approaches like CRISPR-Cas9. Huge amounts of data
produced by high throughput sequencing approaches led to the development of various
bioinformatics algorithms, making computational biology and big data more prominent. On the other
hand, the wealth of data generated by high-throughput methodologies will advance our
understanding of gene structure and function and biological pathways. Different OMICS approaches
facilitate breeding programs. A great revolution has been emerged by publishing genome and
transcriptome data of horticultural crops such as grapevine, pomegranate, pistachio, apple, olive,
roses, saffron, cannabis, tomato, paper, etc. in databases. CannOMICS and SafronOMICS projects
focused on data generation, data analysis and genomics, transcriptomics, metabolomics, and
phenomics data archives in cannabis and saffron as two strategic industrial-medicinal plants.
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