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Introduction

The Assembler Viewer software is developed to visualize the genomes assembly results.

!Note! The program operates large amount of data, which may cause delay in displaying. Please be
patient.

Application window
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00000:rm.da Cloar Copy
BO0OL:mi.da ACCTTTG-CCOGACGCCCAGTTGOA-CTCOTCOTCAACOTTCACTACCAAGACGCCGACUGAAACG-TTTTIC-GTGAACAACGTCT-A -

B000Z:rrida ACCTTTG-CCSGACECCCAGTTGGA-CTCOTCGTCAACGTTCACTACCAAGACGCCGACUGAAACG-TTTTIC-GTGNANAANNNNN -

0000 Y:rmi.da

CCEGACGCCCA GGM ATCOTCGTCAACGTTCACTACCAAGACGCCEACCCAAACE

READ
Name: 74403203 GHWUSE-

TIC CCCCACECCCAGTTECA CTCOTCATCAMCOTTICACTACCAAGACECCOACEaRAACE T :
CTTI@ CCOGACACCCAGTTARN EASH2T_1:3:59:301: 148072
CITIG CCOGACGCCCAGTTGOA TET Al Start: 538609 End: 942831 Line: 4
A TTIG CCSGACGCCCAGTTIGGA
A TTTC ccega GTTGE
AC TTC CCECACECCCAETTGEA
ic creAAcAdCE
Ac c GTeAACAACET
Ac G CCOGACGCCCAGTTGGA
AC G CCOGACGCCCAGTTGGA
ac G CCGGACGCCCAGTTGGA
ac € CCEGACGCCCAGTTEEA
ic € CCECACECLCACTTECA
ic @ CCOOACOTCCACTTACA caraan emalog
ac § CCOGACECCCAGTTEGA Coverage: 0.866667
Ac § CCOGACGCCCAGTTG0A CTCOTCOTCAMCGCTTACTAACAAGACGCCGACUGAAACG TTTIT G4
ac AR R AR R AR RTCETCAACGTTCACTACCAAGACGCCEACUGAAACE T7T READ
ace Find all paired reads FCECCAACGTACACTACCAAGACGCCEACGS G TTTIC GTGAACAACGTCT Name: 21274805 @HWUSI-
ace e Lk fCCTCALCETICACTACCANGACECCEACE gl rrrr gorean EASEZT_L2:1131235171872
Ace = [CETCAMCOTTCACTACCANGACECCEACOEAAACE TTTT gOTOAA AACETCT Start: G20409 End: 920402 Line: 18
Acc Geko right :carcuM”ncnccuaacacc“cﬂcunca TITIC GTUAACAACOTCT Strands reverse
acc COTCAACOTTCACTACCAAGACGCCGACOGAAAAG TTTT Hemelogy: 0933304
acc Copy mame of read b tve cipboard FCETCAACGTTCACTACCAAGACGECEACGTA GTGGAAAACE ¢m°,.::::,g_9;“°
ace Ga to position QG FCGTCAACGTTCACTACCAAGCCECCEACES GTeaacaacercr
ace rrtwrRTTeTeRTTTEvEreTewl CC T CAACOT TCACTACCAAGACECCEACEEAAACE READ
Ace CECACECCCAGTTECA CTCETCETCAACOTTICACTACCAACACECCEACEEAARAD e 27002442 @HNLISE
Acc COUACTCCCAGTTOTA CICOTCATCAACOATCACTACCAAGACOCCIACOTRARAD GTaAd NS/ 2B TS TSN
Acc COGACGCCCAGTTG0A CTCOTCOTCAACOTTCACTACCAAGACGCCIACTTRAACT Gra P v
accrr C CTTGTCITCACCGTTCACTACAAAGACGCCGACGGARACE GTGAACAACGTCT A 20331 Bnd: 925425 Line: 27
accrTy CEEGCECCCAGTTGRA CTCGCCETCAACGTICACTACCAAGACCCCGACTEAAACE .
Accre COGACGCCCAGTTIGGA CTCOTCETCAACGTICACTACCAAGACGCCGACGEAAACE iemology: 0.983071
Accrr CECACECCCAGTTEEA CTCETCETCAACOTTCACTACCAACACECCEACCEAARAE cra Coverage: 0.813313

READ
Name: 4373720 GHWUSI-
EAS627 1:2:24:75%:123271

Start: 520275 End: 929145 Line: 30
COGACECCCAGTTOOA CTCATCOTCAACOTTICACTACCAAGACOCCOACOTRAAACE TTTIT e rvaree.
CGGACGCCCAGTTIGGA CTCGTCGTCAMCGTTCACTACCAAGACGCCGACTGAAACE TTTIC Homalogy: 0.524242
CEGACGCCCAGTIGGA CTCGTCGTCCACGTTICACTACCAAGAAGCCGAAGGAARAG TFFTT Coversge: 0513033

READ

Nama: 18506273 GHWUSI-

EASE2T_1:2:49:306:81112

Start: 528912 End: 928986 Line: 58
SOACECCAAGTTEEN CTCETCOTCAACOPFCACTACCANGACEECEACOOAAALE TRr2T

READ

Name: 14203025 BHWUSH

EASE2T_L:1:71:T81:9480

26987 End: 920061 Line: 18

Homelogy: 1

Coverage: 0826667
GGACGCCCAGTTIGEA CTCGTCGTCAACGTTCACTACCAAGACGCCGACTGAAACE TTTTT

ACCTTTG-CCOGACGCCCAGTTGOA-CTCOTCUTCAACOTTCACTACCAAGACGCCUACOGAAACG-TTTTIC-GTGAACAACGTCT -4

ACCTTTG-CCSGACECCCAGTIGGA-CTCGTCGTCAACGTTCACTACCANGACGCCGACOGAAACG-TTTIC-GTGNANMANNNNN-N =

Position: 928987

1. Main menu. 2. Toolbar. 3. Navigation toolbar. 4. List of contigs window. 5. Unspliced reads
window. 6. Info view window 7. Spliced reads window. 8. Inserts. 9. Status bar.




Main Menu
File:

Open reads — open one or more files with reads. For correct information displaying, the folder

with *.da file should contain all corresponding raw data files.
Save image — save image from main window in .png format.

Close all — close all opened data.
Exit — quit the program.

View:

* Show inserts — display inserts in reads and corresponding gaps in reference sequences in
the middle of Unspliced reads window and Spliced reads window. Insertion is marked with

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.
* Go to position — jump to a specified position in the Structure view window, Unspliced

reads window and Spliced reads window.

# Go To Position

Go to position

‘ogancelH @QK ‘

* 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.

* List of contigs — display the List of contigs window.
* Info view — display the Info view window.

Tools:

Find reads by name — search for reads by name.
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Find reads by index — search for reads by index.

@ @ Assembler Viewer

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 duplicate the often used menu items.
File — Open reads

o
\

| View — Show unspliced reads

View — Show spliced reads

ﬂ;l} View — Show inserts
Q Help — About

@ Help — Visit Website

List of contigs

There is a list of contigs on the left. To the right, at Unspliced reads window and Spliced reads
window, the reads mapped onto contig chosen from the list are displayed.

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.

In the right part of Navigation toolbar there are buttons for managing bookmarks.

W Jump to previous bookmark
L Jump to next bookmark
Set a bookmark

Open “Save bookmarks” dialog.

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

window, the search results (search by name or index, or search for paired reads) are being
committed.



http://www.softberry.com/berry.phtml
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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. If necessary, information is
automatically scrolled to move the position into visible area. The current feature itself is highlighted
blue.

Scrollbar located below the Unspliced reads window and Spliced reads window allows to scroll the
information in these windows.

Double click over the read sequence returns the cursor to the read starting position.

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.

£ @ Searchresults: 171 reads

Please select

‘from 31557892 to 31557968
from 41710344 to 41710420
from 30469218 to 30469294 -
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 selected reads.

Status bar

Displays the current cursor position.
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