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FASTQ Quality Check

Name: Dataset

Overall Results

ERR1948631_1.fastq
clean_ERR1948631_1.1q

preprocessing of the libraries.

Name Per Base Sequence Quality Per Sequence Quality Scores

@ Welcome Message () FASTQ Qual ity Check (Dataset) 2 | FASTQ Quality Check (ERR1248631_1.fastq) | FASTQ Quality Check (clean_ERR1948631_1.fq) | @' *Chart: Adapter Conten

Per Base Sequence Content Per Sequence GC Content Per Base N Content

Name Sequence Length Distribution Adapter Content Overrepresented Sequences
ERR1948631_1.fastg FAIL WARNING
clean_ERR1948631_1.fg | WARNING WARNING

The FASTQ quality check task is performed by nine analysis modules. The fable above provides a quick evaluation of whether the resuits of each module seem entirely
normal (pass), sightly abnormal {warning) or very unusual (fail). Mote that theze evaluations must be taken in the context of what is expected from the library. For example,
some experiments may be expected to produce libraries which are biased in particular ways. Therefore, the summary evaluations should be treated as pointers that guide the
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Read Alignment (BWA) Results

Input 1: Reference Genome Sequences
assembly

Sequences Minimum Length Maximum Length Average Length Total Length
1 4045279 4,045,279 4,045,279 4,045,279

Input 2: FASTQ Files

File Name Sample Name Format Sequencing
ERR2935851_1 fastq.gz, ERR2835851_2 fastq.gz | ERR2935851 FASTQ  Paired End

Results Overview

Globals
Duplicated I
Sample liliitarllmen = Mapped upplementary Unmapped Reads g;g}llcatmn
g (estimated)
46,358,042 / 623,990/ 504 3887 42 318,677 1
ERR2035851 | 46,852430 98.724% 1.320% 1.266% 90.131% 994
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Variant Calling Algorithms

(O BCFtools

Variant calling can be done applying BCFtools in two steps. The first step, BCFtools
mpileup, reads the alignments and for each pesition of the genome constructs a vertical
slice across all reads covering the position ('pileup’). Genotype likelihoods are then
calculated, representing how consistent are the observed data with the possible diploid
genotypes.

The second step, “bcftools call” then evaluates the most likely genotype under the
assumption of Hardy-Weinberg equilibrium {in the sample context customizable by the
user) using allele frequencies estimated from the data.

(®) Freebayes

FreeBayes is an haplotype-based variant detector and is a great tool for calling variants
from a population. FreeBayes is a Bayesian genetic variant detector designed to find small
polymorphisms, specifically SNPs (single-nuclectide polymorphisms), indels (insertions
and deletions), MNPs (multi-nucleotide polymerphisms), and complex events (composite
insertion and substitution events) smaller than the length of a short-read sequencing
alignment.

We recommend using BCFtools for diploid species and Freebayes for haploid/polyploid
species.
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Results

VCF File Saved as: /home/enrigue/OmicsBoxWorkspacefireebayes ewvci.gz . .
4 pae vEs ¢ Proportion 'Quality / Depth’

6,000

Type of variant | Frequency
SNP 3546 o
MIXED 2 o 4,000

&
MNP 182 § 3,000

[=n
INDEL 269 E

2,000
Number of alleles in a variant =~ Frequency 1,000 I | I I I I I
2 3989 0 --.....---
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. I Phred Quality
Variant Filtering Report
30
Input Data
freebayes.vcf.gz 25
Results 20
oy
Number of variants before filtering Mumber of variants after filtering Percentage filtered g 15
3950 1001 74.7222% %
= 10
Parameters
o 2 5 . . l
Proportion 'Quality / Counts' | 2.0 -
R e Depin : 0 — I —
r T T T T T T T T T T T T 1
Check Reads in Both Strands | true 'L'Q © & %Q ,\QQ \q9 .\'b-Q ,\@ \%Q @0 .{I-'Q q}@ q’,éh
Check if Reads are Balanced | true o q'Q b‘Q bg' o I~ o . . . . . .
&5 & 5 ® & & & i ®
Average Mapping Quality 50.0 ~ ~ ~ ~ ~ % v v
Phred Quality 10
QUAL

Remove Multiple Alleles true

References

« Danecek P et al. (2021). Twelve years of SAMtools and BCFtools. GigaScience, 10(2)
« OmicsBox - Bioinformatics made easy. BioBam Bioinformatics (Version 3.0.23). March 3, 2019, www.biobam.com/omicsbox
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Annotation Details
Gele: 050600130800

Fei_ure ID Feature Type

Os06t0130800-01 | Transcript

Gene: Os0G6g0130900

Feature ID Feature Type

Os0D6t0130800-00  Transcript

Gene: 0s0600131001

Feature ID Feature Type

Os0610131001-00  Transcript

Gene: 050600131100

Feature ID Feature Type
Os06t0131100-01 | Transcript

0s0D610131100-02 | Transcript
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Consequence

upstream_gene_variant

amino acid change
U7 M2 N BT RESSICREEZ 5 X3

cDNA Position CDS Position Protein Position | Amino Acids Codons Impact Distance Strand

MODIFIER | 2453 -1

Consequence cDNA Position CDS Position Protein Position Amino Acids Codons Impact Distance Strand
frameshift_variant = 66-71 65-70 22-24 EKAEKGX gAGAAAGCCIgAGAAAGGEE | HIGH = il
Consequence cDNA Position CDS Position Protein Position Amino Acids Codons Impact Distance Strand
frameshift_variant = 567-572 567-572 189-191 GFLIGLSX ggCTTTCTe/iggCCTTTCTe | HIGH | - 1
Consequence cDNA Position CDS Position Protein Position Amino Acids Codons Impact Distance Strand

upsiream_gene_varant

upstream_gene_variant

= = MODIFIER | 2338 1
- - MODIFIER | 2360 1
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OmicsRBox DGenetic Variation
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https://filgen.jp/Product/BioScience21-software/BioBam/index.htm
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