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Introduction

The Reads Mapping Viewer software is developed to visualize the results of reads mapping to a
contig. It allows to operate large genomes as well as huge number of reads obtained using advanced
full-genome sequencing technologies. The program allows to look through an alignment of
reference sequence, assembled sequence, reads, spliced reads and sequence annotation at different
scaling.

!Note! The program operates large amount of data, which may cause delay in displaying. Please be
patient.
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1. Main menu. 2. Toolbar. 3. Navigation scrollbar. 4. Navigation toolbar. 5. Structure view window.
6. Unspliced reads window. 7. Info view window . 8. Spliced reads window. 9. Inserts. 10. Status
bar.

Main Menu

File:
* Open reads — open file with reads. Program operates with *.da files.
* Open annotation — open the annotation in xml-format (previously opened annotation will
be automatically closed).
* Add annotation — open the annotation file without closing the already opened annotations.
* Import annotation — import the annotation file in FgenesH or FgenesB format without
closing the already opened annotations.



® Import features from file
Sequence file |n/c.eleganse/l.seq.resa
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Save image — save image from main window in .png format.
Close all — close all opened data.
Exit — quit the program.

Show inserts — display inserts in reads and corresponding gaps in reference sequences in
the Unspliced reads window and Spliced reads window. If this option is disabled, inserts are
not displayed and their presence is indicated by a vertical red line.

Save bookmarks to file — save current bookmarks into a file in plain text format, each
position number is saved in a separate file row.

Load bookmarks from file — load bookmarks from a file.

Lock zoom — bind scaling and position in the Structure view window to Unspliced reads
window and Spliced reads window. This option allows to control Unspliced reads window
and Spliced reads window using Navigation scrollbar and Navigation toolbar. When Lock
zoom is on, Scaling in Structure view window is disabled.

Zoom in, Zoom out — change scaling in the Structure view window.

Go to position — jump to a specified position in the Structure view window, Unspliced
reads window, Spliced reads window and Sequence view window (3TO OKHO ¢ TpaHCISIIUEH,
ecJi oHa OyIer).

Unsplit structure view — remove all additional Structure view windows.

Split structure view — add an additional Structure view window. It may be convenient
when comparing annotation rows that are located too far away from each other.

Show unspliced reads — display the Unspliced reads window, option is enabled by default.
Show spliced reads - display the Spliced reads window, option is enabled by default.

Info view — display the Info view window.

Find reads by name — search for reads by name.
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* Find reads by index — search for reads by index.
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* Produce an annotation for the contig - Generate an annotation in FgenesH format for a
loaded contig.

*  Motif search — search for motif in a reference sequence. User can specify a motif itself as
well as maximum number of allowed mismatches.
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Settings:
Set font — open the “Select Font” dialog.

Help:
* Content... - show the Help window
* About — show the program info window
* Visit Website — link to http://www.softberry.com/berry.phtml

Main toolbar

Buttons at the Main toolbar except “Previous border” and “Next border” duplicate the often used
menu items. These buttons become active after the user had selected any feature in the Structure
view window, and are intended for convenient navigation over reference sequence annotation. By
pressing the “Previous border” or “Next border” button, the Position value is changed to that of the
nearest left or, respectively, right border of a feature in a selected row. The current feature itself is


http://www.softberry.com/berry.phtml

highlighted yellow.

File — Open readsads
(-
View — Unsplit structure view
View — Split structure view
) View — Zoom in
™
= View — Zoom out
=
= View — Lock zoom
F
:l;l} View — Show inserts
| - | View — Show unspliced reads
| —= | View — Show spliced reads
‘;I Go to previous border
I-w Go to next border
Q Help — About
éa Help — Visit Website

Navigation scrollbar

Navigation scrollbar represents the location of visible area of the Structure view window in relation

to reference sequence. The ™ button allows to rescale a sequence up to window size.

& Shift the visible area to the left by the Structure view window width

‘e Shift the visible area to the left by 20% of the Structure view window width
] Shift the visible area to the left by 5 nucleotides
[ Shift the visible area to the right by 5 nucleotides

Shift the visible area to the right by 20% of the Structure view window width

fyt

ot Shift the visible area to the right by the Structure view window width




Navigation toolbar

Position — when a number is entered, it is the same as “View — Go to position”, when the mouse
pointer is moved in Structure view window, Unspliced reads window and Spliced reads window, the
current position is displayed.

Fields From, To and Width control viewing in the Structure view window only. One of these
parameters (From, To or Width) can be locked by pressing the button. Once it is done, all other
specified parameters need to be recalculated with regard to the locked parameter. To apply changes,
press Enter.

If the «Lock zoom» option is enabled, the scaling in Structure view window cannot be changed from
the Navigation toolbar.
In the right part of Navigation toolbar there are buttons for managing bookmarks.

- Jump to previous bookmark
-~ Jump to next bookmark
e

Set a bookmark

Open "Save bookmarks" dialog. Manage bookmarks: view the list of
“ bookmarks, obsolete bookmarks can be deleted, you can jump to selected
bookmark.

Saving and loading bookmarks can be performed through the View menu items.

""Save bookmarks'" dialog

Manage bookmarks: view the list of bookmarks, obsolete bookmarks can be deleted by “Remove”
button. To jump to bookmark select it and press "OK" button. To the list at the top part of the win-
dow, the search results (search by name or index, or search for paired reads) are being committed.
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Structure view window

The window displays loaded annotation. Feature can be selected by mouse (selected feature is
highlighted yellow). «Previous border» and «Next border» is used to navigate over features. If
needed, the window can be split using «View — Split structure view». Current position, if it is
inside a visible area, is shown by a vertical line.
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KOHTEKCTHOE MEHIO COICPIKUT CIIETYIOIINE KOMAH/IbI:
* Go to previous - Go to previous border of a feature in a selected row.
* Go to next - Go to next border of a feature in a selected row.

Reads windows

Unspliced reads window

In this window, top upper row shows the contig, the next row represents the consensus, all following
rows represent reads.

Positions, in which an assembled sequence and/or read(s) differ from the reference sequence, are
marked red. Non-significant reads' positions are pale and in lowercase. The information on this read
is displayed when the mouse pointer hovers over a read.

Spliced reads window
Same rules as above are used to display reads in Spliced reads window. The consensus is shown in
the last row, and the contig is shown in the row before that.

Mouse click inside Unspliced reads window or Spliced reads window causes yellow highlighting
of a column that corresponds to current position of the mouse pointer. The indicated position in the
Structure view window is being marked by a thin vertical line. If necessary, information is
automatically scrolled to move the position into visible area.

Scrollbar located below the Unspliced reads window and Spliced reads window allows to scroll the

information in these windows independently, without correspondence with the Structure view
window.

Contextual menu of the Spliced reads and Unspliced reads windows



[ Find all paired reads
Goto left
Goto right
Copy name of read to the clipboard
Go to position Ctrl+G

* Find all paired reads — find all paired reads for the currently selected one. For this read, the
list of paired reads is being created. To jump to the paired read just double click on it. If only
the one paired read is found, the list is not appeared and cursor is instantly moved to the
found read. The list of found reads is automatically being saved and can be viewed
repeatedly in the "Saved bookmarks" dialogue.

© @ Search results: 171 reads
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‘from 31557892 to 31557968
from 41710344 to 41710420
from 30469218 to 30469294 L
from 23858339 to 23858415
from 25648260 to 25648336
from 25035657 to 25035733
from 29421153 to 29421229
from 46078958 to 46079034
from 44930910 to 44930986
from 22286373 to 22286449
from 43477105 to 43477181
from 21673091 to 21673167
from 38048902 to 38048978
from 21227007 to 21227083
from 33427953 to 33428030
from 38117203 to 38117279
from 21069542 to 21069618
from 39305015 to 39305091
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* Goto left — move to the left, to the region covered with reads. The command is intended for
quick scrolling of the regions not covered with reads.

* Goto right — move to the right, to the region covered with reads. The command is intended
for quick scrolling of the regions not covered with reads.

* Copy name of read to the clipboard — copy the name of selected read to the clipboard.

* Go to position — jump to a specified position in the Unspliced reads window and Spliced
reads window.

# Go To Position

Go to position
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Info view

The window displays information on a feature selected in the Structure view window or on selected
read.

“Clear” button — clear the window content.

“Copy” button — copy the window content to clipboard.

Info view %]
[ Clear ][ Copy

Start: 0 End: 157 Line: 10 (]
Strand: direct

Homology: 1

Coverage: 0.693333

READ

Name: 13572497 @HWUSI-
EASB2T 1:1:50:860:1343/2
Start: -15 End: 142 Line: 3
Strand: reverse
Homology: 1

Coverage: 0.786667

FEATURE

Type: CDSf

Strand: (+)

From: 160067 To: 160201

READ

Name: 26741866 @HWUSI-
EAS627_1:3:110:56:1507/2

Start: 900773 End: 900846 Line: 1
4

Strand: reverse

Homology: 0.942125

Coverage: 0.854194 -
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