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TraceEditor (2)
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TraceEditor (3)
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TraceEditor (4)
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Megablast (1)

blastn | blastp | blastx | tblastn | tblastx |

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
- -~ F
CAACCCTTGGGANAGTCGGGT CARACACCAGTGECACCACTGAGATTGAGGCGTGTATTCHN KoM l
NNNNNNNNTGTCCTCGTTAANGACGCTACTGGAAGCACTCANNNNNNNNNNGNGCAGGCGCT
AGGTGCACAGTACTCCATGTGGAAGTTARAGTATTTGAATCTCAAATTGACCTCTATGGTTG Y Tol

NNNNNNNNGNNGHNTAATGGTACTGTTCTCANGGTTTCACTTAACCCCACATCTACGCCATCT

Or, upload file Choose File INo file chosen ©

Joh Title |
Enter a descriptive title for your BLAST search @)

I Align two or more sequences &

Choose Search Set

Datahase € Human genomic + transcript © Mouse genomic + transcript  © Others (nr etc.):
| Nucleotide collection {nr/nt) j (?)

Organism

opgonm I organism name or id--completions be sugge " Exclude .+
Enter arganism common name, binomial, or tax id. Only 20 top taxa will be shown &

Exclude ™ Models (XMAP) T Uncultured/environmental sample sequences

Optional

Limit to I Sequences from type material

Optional

Entrez Query | Youllli[d Create custom database

Optional

Enter an Entrez query to limit search &)

Program Selection

Optimize for @ Highly similar sequences (megablast)
C More dissimilar sequences (discontiguous megablast)
C Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

£ RIAST )\ | Search database Nucleotide collection (nr/nt) usina Meaablast {Optimize for hiahly similar



Megablast (2)

M MEGA Web Browser: NCBI Blast:Nucleotide Sequence (2262 letters)
File Edit View Navigate Help

- |https://blast.ncbi.nlm.nih.gov/BIast.cgi |C‘ | s Add To Alignment |
MCBI Blast:Nudleotide Sequence (2262 letters) |

&S
Sequences producing significant alignments: -
Select: All None Selected:0
i Alignments ' Diownios aphics Distance tree of s o)
Description ::j:(e ;::L chjg v:ue Ident Accession
I Enterococcus phage EfaCPT1, complete genome 3476 3525 100% 0.0 93% Qil397134291|4X193804.1
I"| Enterococcus phage phiSHEF5, complete genaome 3457 3457 100% 0.0 93% Qil1241132477|MF6787¥90.1
I” Enterococcus phage AUEF3, partial genome 3144 3144 99% 0.0 91% qil607837356|KJ127304.1
I" Enterococcus phage IME-EF4, complete genome 2932 2932 89% 0.0 92% qil564274122|KF733017.1
I Enterococcus phage PMBT2, complete genome 2702 2964 99% 0.0 93% gil1332540438|MG708276.1
I” Enterococcus phage phiSHEF2, complete genome 2627 3300 99% 0.0 93% Qil1241132344|MF678788.1
I” Enterococcus phage vB EfaS IME196, complete genome 2584 3168 97% 0.0 93% qil953700641|KT932701.1
I Enterococcus phage vB_EfaS LIMA9, complete genome 2667 2557 9% 0.0 B89% qil1428084459|MH355583.1
I” Enterococcus phage phiSHEF4, complete genome 2552 2933 89% 0.0 92% Qqil1241132413|MF678789.1
I” Enterococcus phage Ec-ZZ2, complete genome 2525 2846 85% 0.0 93% qil820833¥12|KR131750.1
™ Enterococcus phage LY0322, complete genome 2521 2825 97% 0.0 89% Qil1384046763|MH193369.1
I” Enterococcus phage SANTOR1, complete gename 2357 2700 89% 0.0 90% Qi1043842400]KX284704.1
I” Enterococcus phage IME_EF3, complete genome 2211 2741 98% 0.0 89% qil602218878|KF728385.2
I” Enterococcus phage LY0323, complete genome 2086 2306 84% 0.0 89% qil1417808114|MH375074.1
I” Enterococcus phage vB EfaS AL 2. complete genome 1962 2204 88% 0.0 B86% Qil1386683136|MH2033841
I Ecterococcus phage vB EfaS AL3. complete genome 1913 2199 85% 0.0 87% 4qil1386683074|MH203383.1
I” Enterococcus phage EFAP-1, complete genome 833 833 21% 0.0 96% Qil225346548|FJ792813.1
I" Enterococcus phage IME-EFm1, complete genome 219 523 44% 3e-52 T4% Qil641468964|KJ010489.1
I Enterococcus phage IME-EFmS5, complete genome 167 518 36% 1e-36 T79% Qil928543058|KT588072.1
I” Lactobacillus sanfranciscensis TMW 1.1304, complete genome 641 641 2% 2e-05 B88% gil345503809|CP002461.1
I Lactobacillus sanfranciscensis putative glutaredoxin gene, complete cds 64.1 64.1 2% 2e-05 88% gil117647574|DQ905962.1
I Lactococcus lactis subsp. cremoris strain 3107 chromosome L2107, con 603 60.3 2% 3e-04 89% 0il1448587506|CP031538.1
I Lactococcus lactis subsp. cremoris strain JM4, complete genome 60.3 60.3 2% 3e-04 89% qil1173080811|CP015809.1
I Lactobacillus ginsenosidimutans strain EMML 3041, complete genome 584 584 1% 0.001 90% gil873923078|CP012034.1
I Lactococcus lactis subsp. lactis strain 14B4 chromoasome, complete gen 545 545 2% 0017 87% @il1393499294|CP028160.1
I Lactococcus lactis subsp. lactis strain G50 chromosome, complete gene 54.5 §4.5 2% 0.017 87% gil1333318239|CP025500.1
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PopmaT AaHHbIX FastQ

AMOZ435: 68 : 000000000-AUMSP:1:1101:14271:1352 1:N:0:52
GOTGAACCATGGCCAACAGGCTATCACCGGCGAAATGATGATCCGAATCTTCACCCAGGCC GAGGAAATGATC
TOTGCTCCCT O CACCGEEATT IO TTCATCAAGGATGEECTAGTTCAC TGERAAGGSCEETEAAGCETTGETCAGS
PEETAGATGCC C CACTET OGO ASATGAACAATTCAAGAACCAGGACCACTTSCTATSTCACGTTATTSGOACS
CAGATAGGETTCCGTAAGAACCAGATCATCGC

+
JAABAEFEFFFFAFFGGEEGEGGFHHHHHGGGGGEEHFFFFF GHHHGGGGHHHHHHHGF GHGC0 = @EEHHEGF G
HHHF HHF GFHHEEGGGEEE ? AGHHHHGHHHHHHHF HGGHSF GCGFFHHHHGGHHG GO @@ . 1FGHHHC AGHHH
HHGGHBGHGGFFC-

; BEGGFFGGE? CEEFEFFCFFFOC 9F GG GFSEEDDF / EFFFFFFFYEEFFFEFFFFEFFFEFFFFFEL; (AT,
FFDFF/EBEEFEFF/EBEFF.

AMOZ435: 68 : 000000000-AUmSP:1:1101:16805:1554 1:N:0:22

ATCAGTTCCTTEECGALL CCACGEEEECTGAACC CATTGEATGCGAGGCCGECGTAATGETCAGCGETACCCG
AGGETCCCATTCCGATGTAGATTTTTGC GGTACAGCAAGAGGGAAAGTCTCTGCGETGCATTAGTAATCTCCT
TPGATTAATCGTTTGEGTT GATAAATCTATTCCGTCAATGCCAGAGCCACAAGCACTGACACAGCCAGGAAGCC
CAGGGGGAGTATCATGGT TAGTAATAGGAAGS

+
>ABEEFFFFFFFGGGCGEEGGEGECCCEEEHHHHGGHHHHF HHHGG GGG GEEEEESGEHHGHHHHC EEGGHHS
GEEEHHHEHHGHHGEGHGHHHHHHHGHG GG F GF HHHGHHHHG D HEHGHHHHHHG GGG 3HHHHHGHEF GGG GG
GEGEFFFGEEGEGF oGO EGGCGFGSFFGEGGFFFFFFFFFFFFFFFFFFFFFFFFFFFEFFFFFFEFFFFFFEF
FFFFFAC=D; BEFFFFFFFFFFFF/FFEFFFFD



@FastQC Report

Summary

(D Basic statistics

@Per base sequence quality

@Per file sequence quality

@Per sequence guality scores

@Per base sequence content

:‘]?Per sequence GC content

@Per base N content

Sequence | ength Distribution

@Se wence Duplication L evels

) Overrepresented sequences

@Ada ter Content

@I«{mer Content

FastQC

@Basic Statistics

Measure Value

Filename

File type

Encoding

Total Sequences

Sequences flagged as poor quality
Sequence length

FaEC

92_592_LBe1 _R1 _©8l.fastq.gz
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Sanger f Illumina 1.9
114027

8

35-251

@Per base sequence quality

Quality scores across all bases (Sanger/lllumina
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FastQC

@Per base sequence quality
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Quality scores actoss all bases (Sanger/ llumina 1.9 encoding)
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FastQC

“Qverrepresented sequences

CCCGACTCTGATCAGCCCACCCTTCCCCCGTAGCCCCTCGTCTGGTGGGEE 216 8.180428519496126758 No Hit

GATCGGAAGAGCACACGTCTGAACT CCAGT CACAGCGATAGATCTCGTAT 215 8.18855183421478353 TruSeq Adapter, Index 1 {97% over 36bp)

CTCOGRCCTTABACCCACATCCAAAAGAGAGAGAATCGCATGAGCTTTCT 122 8.18600226366698154 No Hit



AnropuTtmbl COOPKK de novo

 OLC — overlap-layout-consensus (Arachne,
Celera, CAP3, Phrap)

* [ padpbl ae bpenHa (Velvet, SOAPdenovo,
SPAdes)
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Show more tracks together: [ 2. Create Track List ]
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|» Track Settings
Navigaﬁon
17 (81,195,210bp)

Range: 80,788,323 -|80,789,592

Insertions
No insertion sources in view
Find

Find

Track layout
w Reads track
Data aggregation quve 100bp v:
Graph color -

Fix maximum of coverage graph []
Hide insertions below (%) [ 1.0
Highlight variants »

Float variant reads to top
Disconnect paired reads ||

Show quality scores [

Matching residues as dots [

Show read type specific coverage [
Only show coverage graph []
Highlight reverse paired reads ||

Text format
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