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Mame:  Ape Reference CRISPR Variants For Sample Reads Drimmed) (merged) Histary
Description 23.9% no warant. 55.9% knock owt (53 1% frame shift, 2.58% in frame stop
codan)

Folder
Created: 0% Awg 2020

Free end gaps true
Modified: o3 Awg 2020
Topelegy:  linear

Hates:

curput

Cutput:  55.9% knock owt (53.1% frame shift, 2.8% in frame stop codon)
23.9% no vanant. 7E.1% protein variant. 0_0% silent variant.

23 vanants exceeding 0.5% threshaold.

7E1 variants from B4 461 reads.

Collapsed from 2,557 unique vanants with minimuem confidence .

104000 of reads (87,403 of 87, 431) aligned to reference.

96.6% of reads (84,461 of 57,431} aligned sufficiently well to range covered.
Beference sequence range covered: 1 —= 237

#3_8%% No nucleatide vaniant (20,691 reads, incleding 752 with sequencing emors)

17.8%% Frame shift 2 bp deletion (15,484 reads, incleding 483 with sequencing emors)

6.58% In frame protein vanant 3 bp deletion (5,706 reads, including 208 with sequencing errars)
4.74% Frame shift 1 bp insertion (4,108 reads, including 143 with sequencing emors)

3.56% In frame protein vanant 3 bp deletion (3,089 reads, including 112 with sequencing errars)
3.41% Frame shift 1 bp inserion (2,955 reads, including 104 with sequencing emrors)

2.97% Frame shift 1 bp deletion (2,575 reads, incleding 100 with sequencing emors)

1.55% Frame shift 1 bp deletion (1,382 reads, incleding 55 with sequencing ermors)

1.58% In frame protein vaniant 24 bp deletion (1,375 reads, including 32 with seguencing errars)
1.51% In frame stop codon 1 bp substitwtion (0,313 reads, including 35 with sequencing erroes)
1.48% In frame pratein vanant 12 bp deletion {1,285 reads, including 43 with seguencing errars)
1.30% Frame shift 1 bp insertion {1,127 reads imcludirg 46 with seguencing errars}

1. 1%% Frame shift 2 bp deletion (1,035 reads, inclue ding 36 with seguemcing errars)

1.17% Frame shift 5 bp deletian (1,012 reads, inclisding 36 with seguencing ermors)

Frame shift 20 bp deletion (959 reads, imcluding 36 with sequencing ermars]

Frame shift 4 bp deletian (%30 reads, including 37 with sequencing errors)

rame shift 10 bp deletion (859 reads, intluding 31 with sequencing ermars)

rame stop coden & bp deletion (BDZ reads, including 27 with sequenging ermars)
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https://manual.geneious.com/en/latest/15-CRISPR.html#algorithm-overview

Contig View Annotations I Lengths Graph Text WView Lincage Infa

&% Type:Variang =) Track '-'l__i:ulumml;_-!- Eumr:ubkl Edit Ar or Extract () Translate [ save ._,J |- Il B S
Sequence Mame Hame Lengih Warlant Effect Variant Frequency v Reference Mucleotideds) Varlant Nucleotidels] Varianmt Baw Freguency
17.85% Fram,.. Frame shift 2 bp debetion L] Frame shift 17.85% GT 15,464
6.56% In fra... In frame prodein variant 3 bp ... 0 In frame pratein variant  6.568% ALT 5,706
4.74% Frame ... Frame shift 1 bp insertsan 1 Frame shift 4.74% T 4,108
3.56% In fra... Inframe prodein varian 3 bp ... 0 In frame protein variant  3.56% ATG 3,089
3.41% Frame ... Frame shift 1 bp insertion 1 Frame shift 3.41% A 2,955
2.97% Frame ... Frame shift 1 bp debetion L] Frame shift 2.97% G 2,575
1.59% Frame ... Frame shift 1 bp deletion L] Frame shilt 1.59% T 1,382
L.SE¥% In fra... Inframe protein variam 24 bp... 0 In frame pratein variant 1.58% AGCCATCTAGTGGAAT 1,375
1.51% In fra... iInframe stop codon 1 bp sub... 1 In frame stap codan 1.51% C T 1,313
L. 4B8% In fra... Inframe protein variamt 12 bp... 0 In frame pratein variant 1.48% AGCCATGTAGTG 1,285
1.30% Frame ... Frame shift 1 bp insertion 1 Frame shift 1.30% G 1,127
1.15% Frame ... Frame shift 2 hp deletion [{] Frame shift 1.19% TA 1,035
L.17% Frame ... Frame shift 5 bp deletion Q Frame shift 1175 TAGTG 1012
1. 15% Frame ... Frame shift 20 bp deletion Q Frame shift 1,15% CCATGTAGTGOAATLE 995
L.O7TX Frame ... Frame shift 4 bp debetion L] Frame shift 1.07% TGTA 230
L.04% Frame ... Frame shift 10 bp deletion a Frame shift 1.04% TAGTGGAATG B9
0.92% In fra... Inframe stop codon 6 bp dele... 0 In frame stop codon 0.92% TAGTGG B2
0.B5% Frame ... Frame shift 4 bp debetion a Frame shift 0.85% CATG 737
0.76% Frame ... Frame shift 1 bp inserion 1 Frame shift 0.76% C 656
0.68% Frame ... Frame shift 8 bp debetion a Frame shilt 0.68% CCATOTAG 586
0.5 8% Frame ... Frame shift 2 bp inserion 2 Frame shilt 0.58% GT 506
0.56% Frame ... Frame shift 5 bp deketion a Frame shift 0.56% CCATG 450
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