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SnpEff: Variant analysis
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Number changes by type

Number of effects by impact
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Number of effects by functional class
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Missense / Silent ratio: 1.4481

Number of effects by type and region
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Variations
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Ilnsertions and deletions length:
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Insertion deletion length histogram
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Base changes (SNPs)

Ts/Tv (transitions / transversions)

Note: Only SNPs are used for this statistic.
Note: This Ts/Tv ratio is a 'raw' ratio. Some people prefer to use a ratio of rates, not observed events. In that case, you need to multiply by 2.0 (since there are twice as many possible
transitions than transversions, E[Ts/Tv] ratio is twice the ratio of events).

Transtions || 374,505

Transversions || 205,720

Tamvisto | 11

All variants:

Sample : /Users/macpro/GenBioPeach/Sequences_DD_F8_GB/BAMs/combined_GB.bam Total
Transitions : 374726 374726

Transversions : 205356 205356

Ts/Tv : 1.825 1.825

L(‘)nly known variants (i.e. the ones having a non-empty ID field):

o results available (empty input?)

Frequency of alleles
Note: Number of times an allele appears once (singleton), twice (doubletons), etc.

Alleles frequencies
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|Only known variants (i.e. the ones having a non-empty ID field):

Values

Gount

Codon changes

How to read this table:

- Rows are reference codons and columns are changed codons. E.g. Row 'AAA' column 'TAA' indicates how many 'AAA' codons have been replaced by 'TAA' codons.
- Red background colors indicate that more changes happened (heat-map).

- Diagonals are indicated using grey background color

- WARNING: This table may include different translation codon tables (e.g. mamalian DNA and mitochondrial DNA).
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Amino acid changes

How to read this table:

- Rows are reference amino acids and columns are changed amino acids. E.g. Row 'A' column 'E' indicates how many 'A' amino acids have been replaced by 'E' amino acids.
- Red background colors indicate that more changes happened (heat-map).

- Diagonals are indicated using grey background color

- WARNING: This table may include different translation codon tables (e.g. mamalian DNA and mitochondrial DNA).
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Changes by chromosome

Changes histogram: 1
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Changes histogram: 2
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Changes histogram: 3
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Changes histogram: 4
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Changes histogram: 5
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Changes histogram: 6
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Changes histogram: 8
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Details by gene

Here you can find a tab-separated table.
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