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PROJECT DETAILS 

Scientific name:  Prunus persica (peach)

Files used for analysis:

1. Genome file - 1.20181011.Peach.falcon-unzip.primary.errd.hic.fasta.gz

2. RNA evidence - collapse_isoform.collapsed.gff3 (from pacbio) + Public RNAseq 

data – peach cultivars

3. EST evidence - 3.peach_est_ncbi.fasta

4. Homology evidence - 4.homology.zip (Arabidopsis, Grape, Rice, Soybean, 

Swissprot_euk_proteins)

Reference used for gene prediction by Augustus - Solanum Lycopersicon (Tomato)
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Maize

Tomato

AUGUSTUS HOMOLOGY SEARCH FOR PEACH GENOME
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PEACH GENOME RE-ANNOTATION PROJECT 
RESULTS
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PEACH GENOME RE-ANNOTATION PROJECT 
RESULTS

AED Plot 
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PEACH GENOME RE-ANNOTATION PROJECT 
RESULTS

Transcript count and plot at different AED levels 
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Transcripts (genes) and Proteins
Genes: 21468; Transcripts: 25619

Transcripts (genes)
Genes: 20557 ; Transcripts: 24608 

Transcripts (genes)
Genes: 20512 ; Transcripts: 24297 

AED<0.5

Gene Length>100

Functional Annotation 

AED_Plot & 
quality_filter.pl

Shell 
Script

Bacterial genes -  0
Plastid genes -  113

Mitochondrial genes -  147
Viral genes -  10

Contaminants check

POST STRUCTURAL ANNOTATION PIPELINE
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GFF3 STATISTICS – GAG RESULTS

Feature Type Count
Total sequence length 241045119
Number of genes 20512
Number of mRNAs 24297
Number of exons 135544
Number of introns 111247
Number of CDS 24297
Overlapping genes 330
Contained genes 87
CDS: complete 0
CDS: start, no stop 0
CDS: stop, no start 0
CDS: no stop, no 
start 24297
Total gene length 71471553
Total mRNA length 76394457
Total exon length 33157090
Total intron length 43446391
Total CDS length   31510749
Shortest gene   102
Shortest mRNA     102

Feature Type Count

Shortest exon 2

Shortest intron 4

Shortest CDS 12

Longest gene              81684

Longest mRNA                 59400

Longest exon                6583

Longest intron    37689

Longest CDS                     16290

mean gene length                           3484

mean mRNA length                           3144

mean exon length 245

mean intron length 391

mean CDS length 1297

% of genome covered by genes 29.7

% of genome covered by CDS  13.1

mean mRNAs per gene 1

mean exons per mRNA 6

mean introns per mRNA 5
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REPEAT MASKER RESULTS
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FINAL FILES LOCATION IN SERVER 1

S3 path: s3://3bigsgap/peach_reannot_results/peach_final_files/
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Peach Genome Post Structural Annotation 
Results 
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tRNASCAN 
RESULTS 

Type Count
tRNA sequences 778
tRNAscan output file 778

S3 Path: 
tRNA sequences fasta: s3://3bigsgap/peach_reannot_results/tRNAscan_results/trna_output.fasta
tRNAscan output file: s3://3bigsgap/ peach_reannot_results/tRNAscan_results/trna_output
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 Snoscan 
RESULTS 

S3 File location:

Raw file: 
s3://3bigsgap/peach_reannot_results/snoscan_results/peach_genome_header_corrected.fasta.raw

Sorted files:
s3://3bigsgap/peach_reannot_results/snoscan_results/peach_genome_header_corrected.fasta.sortRH
s3://3bigsgap/peach_reannot_results/snoscan_results/peach_genome_header_corrected.fasta.sort-all
s3://3bigsgap/peach_reannot_results/snoscan_results/peach_genome_header_corrected.fasta.sort-by
site

peach_genome_name_corrected.fasta.sort-all - 17419 snoRNA hits over 20 bits
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PSEUDOGENE PREDICTION 
RESULTS 

Type Count

Total intergenic sequences 20377

Phase 1 pseudogenes 24778

Final Pseudogenes 2254

S3 Path: 
Pseudogenes fasta:
s3://3bigsgap/peach_reannot_results/pseudogene_results/pseudogenes_with_confidence.fasta

Pseudogenes alignments:
s3://3bigsgap/peach_reannot_results/pseudogene_results/pseudogenes_align_details.fasta
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Functional Annotation - MAKER Integration 
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S3 File location: s3://3bigsgap/peach_reannot_results/fn_annot_results/ 
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