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Next-Generation Sequence Alignment - Advanced Analysis

This is the second in a series of tutorials dealing with Nexi-Generation Sequencing. In this tutorial, you will learn
to use either GSNAP or Magq to look for SNPs. You will also learn to use GSNAP to analyze bisulfite-treated
DNA in methylation studies and to analyze DNA for evidence of changes caused by the ADAR gene product (A to |
changes). Finally, you will learn how to analyze the resultant SAM/BAM file to create VCF files that can be
visualized in Tablet or your favorite Genome browser.

Please see the Installing DNA-Seq Tools for Sequencher guide for detailed help in setting up your machine fo use
Magq and GSNAP as well as the associated viewer, Tublet. GSNAP is only supported on 64-bit operating
systems.

FiLE FORMATS

In this tutorial, you will be provided with Next-Gen reads in FastQ and FastA formats. If you want fo use your
own data, you will need to provide the reads in FastQ format (which contain quality values) or FastA files
(which do not). There are two main types of FastQ format, Sanger and Illumina. You will need to know which
type your FastQ files are.

If you are using your own data and it is in its original 454 format (SFF), you will need to extract the data in
FastQ format before proceeding. You can read more about this in the “Next-Generation Sequence Alignment”
tutorial, which can be found in the Tutorials folder.

GETTING STARTED

In this tutorial, you will use the Next-Gen algorithms to align your Next-Gen reads to a reference sequence and
then analyze them. You will first need fo open a project. The project provided contains a reference sequence for
use with the sample Next-Gen data. If you want to learn how to build GSNAP databases or BWA indexes, refer to
the  “Preparing  Your Data  for NGS  Alignment” tutoriall on  our  website at
http://qenecodes.com/iraining/tutorials.

Launch Sequencher.

Go to the File menu and select Open Project...

Navigate to the Sample Data folder inside the Sequencher application folder.
Select the Next Generation Sequencing project and select Open.

You can use the External Data Browser to annotate each run with important information such as the

samples used, the source of the samples, and settings. It will open automatically whenever you choose to build a
reference database or index, do a reference-guided alignment, or a de novo assembly.
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SNP AnALysis witH GSNAP

GSNAP performs a SNP analysis by aligning reads to the reference in an SNP-folerant fashion. The results
indicate whether the SNP is a known SNP or an unknown mismatch. You will need to prepare and supply a file
that contains a list of known SNPs. This file has to be in a specific format that is described below.

Reference SNP Reference sequence Position of Major allele
name ~_ name allolg,»
A < Y4 B Minor

>Mycoplasma-00@3 Mycoplasma_5':12207..12207 76 4 00
>Mycoplasma-0010 Mycoplasma_5':12745..12745 TC
>Mycoplasma-0011 Mycoplasma_5':13185..13185 AC
>Mycoplasma-0012 Mycoplasma_5':13669..13669 (T

The file is a text file and each SNP is placed on a separate line. The lines begin with a > (angle bracket). This is
followed by the reference name of the SNP. The next column contains the name of the reference sequence. In this
case, we are using Mycoplasma_5'. It is very important that this name matches the name of the chosen reference
sequence in the Project Window. Otherwise, the analysis will fail. The next columns (following the colon)
indicate the position of the SNP. Note that these SNPs are single bases so the position is written from 12207 to
12207 so it is written as 12207:12207. The final column contains the major and minor alleles for the SNP. The
file itself can be created in any text editor (not a word processor).

Note that the position information in this file always assumes that the first base of the reference sequence in
Sequencher is 1, no matter its actual numbering relative fo its chromosomal or contig position.

To perform the analysis, you need to select your reference sequence from the Project Window.

Back in the Project Window, select the Mycoplasma_5" sequence.

Choose Assemble > Align Data Files to Ref Using > GSNAP...

The External Data Browser and the Align Using GSNAP dialogs will appear. From the
Align Using GSNAP dialog, dick on the Select Reads File 1 button and browse to the first
reads file you want to use. We have supplied one called read 1.fq in Sequencher’s Sample
Data/NGS Data folder.

Select that file and click on the Open button.

Click on the Select Reads File 2 hutton if you are using paired-end data and select the second
reads file you want to use. We have supplied read2.fq in Sequencher’'s Sample Data/NGS
Data folder.

Click on the Open button.

Now choose SNP-Tolerant alignment in the Additional Analysis groupbox.

The Known SNPs File button is now enabled. Click on that button and browse to the file containing
your list of known SNPs. We have supplied one in the NGS Data folder that goes with the supplied
reads files, read1.fq and read2.fq. Select file SNPlist.txt and click on the Open button.

Now choose No unaligned reads in the Options grouphox.
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i1y Align Using GSNAP n

Input Data Files

[Mycoplasma_5' ~| currentreference seq or db
Select Reads File 1 | C:\Program Files (x86)\Gene Codes\...5.4.1\Sample DataWNGS Data\read1.fq
Select Reads File 2 | C:\Program Files (x86)\Gene Codes\...5.4.1\Sample DataWNGS Data\read2.fq

Sanger Standard LI - FASTQ Encoding

Additional Analysis

" Standard alignment
{¢ SNP-Tolerant alignment Example definition: "=SNP-name Reference-name:100..100 AT"

Known SNPs File C:\Program Files (x86)\Gene Codes...1\Sample Data\NGS Data\SNPlist.txt

" Methylation stranded. 5->3' both strands, no reverse complement

" Methylation non-stranded. 5->3' both strands, with reverse complement
" RNA-Tolerant stranded. 5->3' both strands, no reverse complement

" RNA-Tolerant non-stranded. 5->3' both strands, with reverse complement

Options

" Unaligned reads only as FastA/FastQ

" Aligned reads as SAM, unaligned reads as FastA/FastQ
¢ No unaligned reads

10 Insert Threshold Advanced (Edit)

Curmrent Results Folder
C:\WUsers\Public\Documents\Gene Codes\SequenchenGSNAP

View Results Using
(" Tablet ¢ None

Restore Defaults Align I Cancel

Also choose whether you want fo see the results file in Tablet immediately after the alignment has finished. In
the previous image, None has been selected. Note that if you do not choose a viewer before submitting the
reads for alignment, you will not be able to invoke it later if using the Viewer version of Sequencher. You will
get a message fo that effect if you try. You will still see a new contig in the Project Window though.

Now click on the Aligmn button o initiate the analysis.

The analysis is complete when a new contig appears in the Project Window.

Back in the External Data Browser window, dick on the Refresh button and click on the
most recent GSNAP run.

Then click on the Notes tab and in the Notes window enter additional details for your analyses
similar to “SNP-tolerant alignment with default settings, no unaligned
reads’.

Click on the Save button to save your note. You will see the note in the Notes Preview cell.

Gene Codes Corporation ©2017 NGS Alignment - Advanced Analysis p.50f 14



e0e Sequencher External Data Browser
Open Run Felders  View Using Tablet  OpenLogFiles  Delete Runs : Filter: DNA-Seq y RNA-Seq y  MSA o
9 Runs Date Algorithm size Final Run Status  Notes Preview
19/01/2016 14:27 GSNAP 31.72MB SUCCESS Mycoplasma_5' reference sequence used to run alignment. SNP-tolerant a...
19/01/2016 14:24 BWA 5.62 MB SUCCESS Mycoplasma_5' reference sequence used to run alignment.
e | 23/09/2015 15:17 BWA_Indexes 7.99 GB SUCCESS hu19xy.fa is the reference sequence used to create this BWA index.
23/09/2015 13:52 GSNAP_Databases 745.47 MB SUCCESS chrX fa is the reference sequence used to create this database/index.

23/09/2015 12:07 GSNAP 3.67KB SUCCESS chromsome_1 persistent database used to run alignment.

23/09/2015 12:02 GSNAP_Databases 2.71GB SUCCESS chri.fa is the reference sequence used to create this GSNAP database

Mycoplasma_5' reference sequence used to run alignment. SNP-tolerant alignment with default settings, no unaligned reads.

i

Log File m

Refresh Close

Auto Refresh On

To review the results, choose the contig of interest in the Project Window if it is not already
selected.

Go to the Sequence menu.

Choose the Analyses > GSNAP SNP Analysis command.

The SNP report opens in your default browser.

The report you see presents the results as a series of genomic segments with reads aligned to the segment.

Query read
ReTaranca ,Y Referen Range of region Number of Number of
/ ] et | Hema Minor alleles
\ / name displayed Mismatches
N ¥ ‘ Ve
<GAGATCATGCAGTGAATTAAAACTGCCTAACAACA 1 concordal <<<<<<<cc<<<Fe<hecs; 7&<; <<<&-09(55< Myco;i‘ngs'naﬁ‘_206272_206444_e7

GAGATGATGCAGTTAATTAAAACTGCCaAACAACA 1..35 +Mycoplasma_5':206272..206306 start:0..end:@,sub:1+1=2 segs:1,align_score:1,mapq:27

Note that if you are working with a Viewer version of Sequencher, you will only see a sample report. Reading
across the report you will see information which shows how many known SNPs and how many mismatches are in
each segment. The image above explains the kind of result you might see in more detail.

The first line is always a query read with the line below being an aligned segment from the reference sequence.
Next comes the range of the alignment. In the aligned segment example, it ranges from base 1 to 35. Characters
+ or - in front of the region information indicates stranded-ness. Note that, if the region is from the - strand, the
range information will be of the form 10..1 rather than 1..10. The word concordant refers to a paired-end read if
both reads of the pair are on the same reference sequence and in the expected direction.

In the result above, there is a mismatch, sub:1, and a minor allele, +1, leading to a total of 2 mismatches relative
to the reference sequence (1+1=2). Only one segment was found (segs:1) with a mapping quality of 27. If the
report shows a mismatch, then this is likely to be a new SNP. If the report shows a minor allele, then this is a
known SNP.

Use your browser’s Find function to search for sub:1 or +1 to find other SNPs.
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When you are finished, close out of your browser and return to Sequencher.

MEeTHYLATION ANALYSIS WITH GSNAP

The study of epigenetics deals with heritable changes in gene expression and usually involves modifications to the
genome but do not involve DNA base changes. One such example is DNA methylation. Sequencing studies of
methylated parts of the genome involve using bisulfite treatment of the DNA followed by sequencing of the
regions of interest. The bisulfite treatment chemically converts unmethylated (s to Ts. GSNAP is capable of
aligning the sequenced reads to the genomic (untreated) sequence.

To perform the analysis, you need to supply a reference sequence and one or two (if paired-end) FastQ files
containing reads from bisulfite treated DNA.

You have 2 options for this type of analysis, stranded or non-siranded. Stranded data allows only 5’ to 3' reads on
each strand of the genome. Non-stranded data allows both the 5’ to 3' reads and their reverse complements on
each strand.

In this example, you will be using a reference sequence called methylation_reference and analyzing a set of
single-ends sequencing reads using the stranded analysis option.

Click on the sequence called methylation_reference.

Choose Assemble > Align Data Files to Ref Using > GSNAP...

The External Data Browser and the Align Using GSNAP dialogs will appear. From the
Align Using GSNAP dialog, click on the Select Reads File 1 button.

Navigate to the Sample Data folder inside the Sequencher application folder.

Within the Sample Data folder you will find a folder called NGS Data. Select
bisulfite_read.fa and dick on the Open button.

Now choose Methylation stranded. 5’->3’ hoth strands, no reverse
complement in the Additional Analysis groupbox and No unaligned reads in the
Options groupbox.

Choose the View Results None radio button.

Click on the Align button.

Don't forget to add an annotation for this run in the External Data Browser window after
clicking on the Refresh button.

Although you chose to not view the results at the time of alignment, you will still be able to invoke a viewer later
to review the results if using the full version of Sequencher. After the alignment is completed, you will see a
new contig in the Project Window.

In order to see the results of the analysis, do the following:

Go to the Sequence menu.
Choose Analyses > GSNAP Methylation Analysis.
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If you create an alignment while running in Viewer Mode, any new report generated from that alignment can be
displayed in your browser but will be an example of what it would look like and will indicate it is a demo report.
If you are looking at reports that were generated when you were not in Viewer Mode, you can view those in their
entirety.

The Methylation report comes up in your default browser. This report will contain a great deal of information. As
you browse through the contents, you will see periods below some of the Ts. These characters represent cytosines
in the genomic sequence and are paired against some thymidines in the query reads. They indicate that the read
contains a converted ( > T, where the C was unmethylated and therefore unprotected from bisulfite treatment.

In the segment of the report shown below, the read data follows the > character on the first line. The next column
on the first line lists the number of matching genomic locations to which the read aligned. The line below it
(containing the periods) is the genomic sequence followed by the range of the aligned read. In the example
below, all 63 hases of the read sequence aligns to the genomic reference—1 to 63. The polarity of the genomic
strand is indicated by a + or - character preceding the name of the reference (genomic) sequence.

>AATAATAATAATATTAAAAGTTAAAATTAAATTTATTAAATTAATTAAGGTTAAAGTTAAAAT 1 Frag[0001]_0-63_0
AA.AA . AATAATA. .AAAAG. .AAAATTAAA. . .ATTAAAT . AATTAAGGTTAAAG. . AAAAT 1..63 -
methylation_reference:63..1 start:0..end:0,sub:0

SATTTTGGTTTTAATTTTAATTGATTTAATGGGTTTAATTTTGGTTTTTGGTATTATTGTTGTT 1 Frag[0001]_0-63_1
ATTTTGG.TTTAA. . TTAATTGATTTAATGGGTTTAATTTTGG. TTTTGGTATTATTGTTGTT 1..63
+methylation_reference:1..63 start:0..end:0,sub:0

Any mismatches reported will be in lower case and the number of mismatches is indicated by the word sub. Thus,
sub:2 means there are two mismatches in the reference vs. query alignment. In the segment of the report shown
in the image above, there are no mismatches and this is indicated by sub:0.

If you so desire, save your work and then Quit (Mac) or Exit (Windows) from Sequencher.

RNA AnaLysis with GSNAP

The GSNAP aligner has an alignment mode that is tolerant to A to G changes. These changes occur when RNA
post-transcriptional editing causes A's to be converted to I's.

To perform the analysis, you need to supply a reference sequence and one or two (if paired-end) FastQ files
containing data you suspect of having undergone this modification. You have 2 options for this type of analysis,
stranded or non-stranded. Stranded data allows only 5' to 3’ reads on each strand of the genome. Non-stranded
data allows both the 5’ to 3’ reads and their reverse complements on each strand.

In this example, you will be using a reference sequence called Excised-region and analyzing a set of paired-ends
sequencing reads.

In the Project Window, click on the sequence called Excised-region (green label).

Choose Assemble > Align Data Files To Ref Using > GSNAP.... The External
Data Browser will open automatically if it is not already open.

(lick on the Select Reads File 1 hutton, browse to the NGS Data folder, choose
human_read1.faste, and dick on the Open button.
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(lick on the Select Reads File 2 hutton, browse to the NGS Data folder, choose
human_read2.faste, and dick on the Open button.
(lick on the RNA-Tolerant stranded. 5’->3’ hoth strands, no reverse

complement radio button.
Click on the Advanced (Edit) bution and in the GSNAP Advanced Options dialog and

change your settings to match the following image:

Argument Value Description &
--batch 4 Batch mode: trade off speed for memory with levels 1-5. 1 is s...

[] --expand-offsets 0 Expand the genomic offsets index: 0 (no) or 1 (yes). Warning: i...
--max-mismatches Maximum mismatches allowed. If blank, value is calculated f...

[] --min-coverage 0.0 Minimum coverage required for an alignment. If specified bet...

[] --query-unk-mismatch 0 Whether to count unknown (N) characters in the query as a ...

[] --genome-unk-mismat... 1 Whether to count unknown (N) characters in the genome as a...
[] --maxsearch 1000 Maximum number of alignments to find. Must be larger than ...
--indel-penalty 2 Penalty for an indel. To find indels, make indel-penalty less th... ,

o =
Current Parameters

--batch=4 --max-mismatches= --indel-penalty=2 --ordered

Click on the OK button.
Ensure that the Tablet radio button has been selected.
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&8 Align Using GSNAP n

Input Data Files

| Excised-region ~| currentreference seq or do
Select Reads File 1 | C:\Program Files (x86)\Gene Codes\...le DataNGS Data\numan_read1.fastq
Select Reads File 2 | C:\Program Files (x86)\Gene Codes\...le DataNGS Data\human_read2.fastq

Sanger Standard v | - FASTQ Encoding

Additional Analysis
(" Standard alignment
" SNP-Tolerant alignment

" Methylation stranded. 5->3' both strands, no reverse complement

" Methylation non-stranded. 5->3' both strands, with reverse complement
" RNA-Tolerant stranded. 5->3' both strands, no reverse complement

" RNA-Tolerant non-stranded. 5->3' both strands, with reverse complement

Options

" Unaligned reads only as FastA/FastQ

" Aligned reads as SAM, unaligned reads as FastA/FastQ
' No unaligned reads

10 Insert Threshold Advanced (Edit)

Curment Results Folder
C:\Users\Public\Documents\Gene Codes\SequenchenGSNAP

View Results Using
(¢ Tablet " None

Restore Defaults | Align I Cancel

Click on the Align button.

The alignment starts and the progress dialog is displayed. Please be patient. This will take some time to run
(depending on the amount of RAM you have installed). The progress dialog will be automatically dismissed once
the alignment has finished.

Back in the External Data Browser window, click on the Refresh button and note the name
of the results folder.

Click on the Notes tab for the current Run, click in the Notes window, and add additional text to the
note like “RNA-Tolerant Excised-region run and Variant Calling", and then click on
the Save button. Your note should appear in the Notes Preview cell.

You can monitor the progress of the alignment using the following steps:

Go back to the External Data Browser window and click on the Log File tab. During a long
alignment, the Log File view will refresh periodically.

Using the scrollbar, scroll to the bottom of the window to see the progress of the alignment.

Click on the Refresh button again to get the latest progress. The status in the Final Run Status

column will be a green SWECESS. If the alignment failed, you'll see o red [N stotus.
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Tablet will automatically launch and load the results file when the alignment is completed.

Leave Tablet open.

VIEWING RNA RESULTS IN YOUR DEFAULT BROWSER

If you chose to not view the results ot the time of alignment, you will still be able to invoke a viewer later to
review the results if using the full version of Sequencher. After the alignment is completed, you will see a new
contig in the Project Window.

In order to see the results of the analysis, do the following:

Go to the Sequence menu.
Choose Analyses > GSNAP RNA-Tolerant Analysis.

The RNA-Tolerant Analysis report comes up in your default browser. This report will contain a great deal of
information. Any mismatches reported will be in lower case and the number of mismatches is indicated by the
word sub.

A good tip is to reset the Default settings in GSNAP before you use it again.

Select a sequence and choose Assemble > Align Data Files To Ref Using >
GSNAP....

Click on the Advanced (Edit) button, then click on the Restore Defaults button.

Click on the OK button to dismiss the Advanced (Edit) dialog. Then click on the Cancel button to
dismiss the Align Using GSNAP dialog.

I you so desire, save your work and then Quit (Mac) or Exit (Windows) from Sequencher.

VARIANT CALLING WiTH SAMTOOLS

Once you have performed an alignment, you can analyze the results file (SAM/BAM) for the presence of variants.
This is done using SAMTools, which takes the SAM/BAM file and analyzes it for the presence of inserfions and
deletions as well as single base changes. The SAM/BAM file is converted to an mpileup file. An association fest is
carried out on the file. This is followed by a step that estimates the allele frequency spectrum and finally a filter
step is performed. The results are written to a VCF (Variant Call Format) file, which can be viewed in Tablet or
most genome browsers.

Click on the contig created in the last step.
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Y Sequencher 5.4.5b2
File Edit Select Assemble Contig Sequence View Window Help

Assembly Parametersl lStandard

Next Generation Sequencing.SPF

fo ] o s]

LI AssembleAutomalicaIlyI Assemblelnlelactivelyl Assembletoﬁeferencelﬂl il +_A|

Parameters: (Dirty Data, With ReAligner, 2' gap placement): Min Overlap = 20, Min Match = 85%

{1 items selected out of 6)

Name I Size Quality I Kind I Label I Modified I Comments
{@ Excised-region 5000 BPs DNA Fragment  RNA tolerant str... Thu, Jul 23, 2015 5:50:20 PM ;I
[EE=GSNAR Aigned To Excised-regionfiaRl-LE Ref: Contigof 2 - Wed, May 25, 2016 11:12:18 AM GSNAP (RNA-Tolerant stranded) gen
E GSNAP Aligned To methyl.. 5741 BPs Ref: Contigof 2 - Wed, May 25, 2016 11:08:34 AM GSNAP (Methylation stranded) gener
E| GSNAP Aligned To Mycopl 250010 BPs Ref: Contigof 2 - Wed, May 25, 2016 11:00:49 AM GSNAP (SNP-Tolerant) generated: M
‘E] methylation_reference 5741 BPs DNA Fragment  Use with GSNA... Fri, May 13, 2011 2:25:08 PM
) Mycoplasma_5' 250000 BPs DNA Fragment  Use with GSNA...  Tue, May 17, 2011 1:52:09 PM

Choose Sequence > Analyses > SAMtools Variant Calling...
Enter 10 as the value for Minimum Read Depth.
Enter 10000 as the value for Maximum Read Depth.

Enter 5 as the value for Minimum Number of Alternate Reads Supporting

Alternate Bases.

i

~Input Data Files

Select SAM or BAM File | C:WUsers\Public\Docum...8136ffc7ialignment.sam
This file is created by an sligner such as GSNAP or BWA.

Variant Calling Using SAMtools

Select Reference FASTA File | C:\Users\Public\Docum...8136ffc7fireference fasta

This must be the same reference used in the creation of the SAM file.

r~Options

10 Minimum Read Depth
10000 Maximum Read Depth

51 Minimum Number of Alternate Reads Supporting Alternate Bases

~Cument Results Folder
C:\Users\Public\Documents\Gene Codes\Sequenche\GSNAP\Rund61eebe8136ffc7f

Restore Defaults | Cancel Analyze

| |

Click on the Analyze button.

The variant calling starts and the progress dialog is displayed. This will be automatically dismissed once the

analysis is complete. The VCF results file is stored in the same folder as the parent SAM/BAM file.
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VIEWING YOUR VARIANTS USING TABLET
The results of your alignment and variant analysis can be viewed using the Tablet genome browser as follows.

Click on the Tablet window to bring its window fo the front.

Click on the contig listed in the left-hand pane to load it.

Click on the Import Features button.

Navigate to the run folder whose name you noted above, the one for the Note you added above.
Select the alignment.v«f file in the folder and click on the Open button.

Close the confirmation dialog.

Click on the second tab (Features) in Tablet to display the list of variants (all Type VCF) found by
SAMtools.

Locate the entry for position 3766 in the list on the left of the Tablet window and click on it.
Scroll the alignment window on the right-hand side of the Tablet window up and down and note how
many Gs there are.

Locate the entry for position 4756 and click on it.

Explore this column of data in the right-hand side of the Tablet window.

In both instances, you will see that there are very few As present. These could be good candidates for RNA editing
by the ADAR gene product compared to other processes. You can confinue to explore your contig further or quit
Tablet and Sequencher to end the tutorial.

e0e

alignment.sam - Tablet - 1.14.11.07

aJda \ Excised-region | consensus length: 5,000 | reads: 18,578 | features: 63 Memory usage: 83.47 MB (za)]
Home | Color Schemes  Advanced

e ‘é’j [ Read Packing | O Zoom: e Qe | 4 Page Left W PageRight 4 Jump toBase | ([ Read Info] [* "RSOff| [ Show Cigar-I
ey Yy = i . =
= E ¢ ! G — £
e i ey Tag Variants ||\ Variants: @PrevFe}ature “% Next Feature 125 Show Bases T RS Center
Assembly  Features  Enzymes | @ Read Colors = Prev View = Next View [ Read Names [t| RS Custom
Data Visual Adjust Navigate Overlays
EI=E]e]s —
Features: 63 Select tracks | = —= _— e e == -— T
110 5,000 (5 Kh) — - .
T N St End
v{gt ‘.am |nn““\ J,Iu‘A I NEE REE N £ BN AN FBE PN £ CEN FIE Ul sEE A4S REE sEE ol
VCF 3,123 3123p  amcaAcacdaaadacamacicadmAmcomladaaciadommccomaacmlaccaciacacman
VCF 3,188 3,188 | ||| ceaxe
VCF 3,302 3,302 ccaro
VCF 3,318 3,318 | ||| .o
VCF . 3,378 3,378 ] = =
CIGAR-D 3,379 3,383
VCF 3,404 3,404
VCF 3,449 3,449 [4 = + T T T + \
VCF 3,462 3,462 b
e S EERREREHE FFF[, E, AR
CIGAR-I 3,697 3698 || AT CAACAGGGAAG A rrrrrrr G T GCCAGGCACTGT
VCF 3,721 3,721
VCF 3,766 3,766
VCF 3,790 3,790 g
VCF 3,803 3,803 7\ clclc Cl Al G 28 .
VCF 3,857 3,857 ¢
VCF 3,986 3,986
G || I
VCF 4,141 4,141 c
VCF 4,270 4,270
VCF 4,282 4,282 -
ver we0s 4503 "r"r&EEFFFFFFFFEFFFFFFEEE%EEEEEEEEE »
CIGAR-I 4,657 4,658 c T G G G C c C c
VCF 4,679 4,679
oo | 41 ERRANEEEAAEACE REER R HaNAEE T AR S
VCF 4,763 4,763 g dadds TP da ol a6 dads g .
VCF 4,782 4,782 PP
VCF 4,808 4,808 /)
VCF 4,967 4,967 ¥
Fikerby: (Minsmiposiion = (AT CAACAGGGAAGAGATADG C
i G A G ¢ c Ccrta GG c c ¢ G Tccc ¢ cAcTc
Fi SPREFERRRREFRRFREEREEREEEFFREEEEEEFEFP T FFFFBEERERER
(¥ Feature values are padded -

_ Tablet Tip: Right click on the Contigs table to see options for copying or saving its data to the clipboard or a file
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CONCLUSION

In this tutorial, you have worked with two programs, one for aligning Next-Generation sequences to a reference
sequence and one for calling variants on the aligned results. You have learned how to use these programs to hunt
for SNPs, study methylation patterns in DNA, which has been sequenced following bisulfite freatment and analyse
DNA for postranscriptional RNA editing. You have been introduced to the External Data Browser and
used it for annotating your runs. You have also learned how to use SAMtools for Variant Calling.
Finally you have learned how to view your results using Tablet.

For more information on using Sequencher, this tutorial and others are a good place to start. You can also
read the manual or consult our website by visiting www.genecodes.com.

Gene Codes Corporation ©2017 NGS Alignment - Advanced Analysis p. 14 0f 14





