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ABSTRACT o Users need to specify input/output files as command-line §
Summary: Lucy2 is a raw DNA sequence trimming and visual- arguments, but often find it difficult to locate the path =
ization tool based on the popular command-line Lucy1. Users leading to their data files in a graphical user interface S
can change parameters, trim multiple sequences and visual- (GUI) environment. 1%
ize the results within an integrated, easy-to-use graphical user « Users cannot see the results immediately after the com- 2
interface. Lucy2 is designed specifically for non-programmers putation.Lucy1 simply saves the results to a text file, 8
to use, and is currently available on Windows, Linux and which requires considerable efforts to understand them. &

MacOS X. Source code is also available for porting to the other
platforms.

Availability: Lucy2 is distributed under the GNU General
Public License and can be downloaded from www.complex.
iastate.edu

Contact: lucy2@www.complex.iastate.edu

o Lucy!1 does not physically remove bad sequence regions. £
This is useful for genome assembly purposes, but often
end-users wish to completely delete low-quality regions &
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companion program to trim the sequences.

Overall, it is inconvenient for users to operate withcyl

. ) , command-line interface and to memorize its parameters. We &
Most of the bioinformatic tools operating on DNA data believe it is necessary to develop a GUI-badady2 to

assume that the sequences are trust_vvorthy. Hovyever, r£?Wovide the full functionality oL.ucy1 in a more user-friendly
data obtained from sequencing machines often violate thi

assumption. The todlucy1 was created previously 10 SOlVe 14 serinterface dfucy2 can be seen in Figure 1. Loaded

the raw data quality assurance problem (Chou and Holmege g ence and quality files are displayed in tab-delimited pan-
2001). Since its releaséucyl has become popular among o5 yality values are reflected by the background color of
genome sequencing centers. TIGR used it _alm_ost eXCIUS'VeItYﬁe DNA characters; the higher a quality value, the lighter
since 1998 (M.Holmes, persoqal commgnlcat!on), anq S&Vits correspondent character background. This gives users a
eral other projects used or considetady1 in their genomic immediate impression of the sequence quality. LUCY2 is

data processing pipelin.e (Qan al., 2003; Sorek and Safer, .,nahe of loading multiple files and batch processing them.
2003; Venteet al., 2003; Waldbieseet al., 2003). Currently, A \iewing panel is created for each loaded file and its cor-
there are over 1000 optionally registered usersLotyl — oqhondent panel tab indicates the sequence file name. All3

(M.Holmes, pergo.nal comm_unication).. viewing panels also display sequence names and a positio
Lucyl was originally designed for high-throughput DNA 10, ysers can identify a base position by pointing their
sequencing centers to easily ‘plug-in’ to their data streams;, e to the base

therefore, it is operated exclusively through a command-line As Figure 1 also shows,ucy2 provides a much friendlier

interface. This style of operation was not suitable to individu-j,e 4 ce to set its parameters. When a parameter field is selec-
alswho may just like to trim a few sequences, forthefollowingted, a helping message will be shown in the lower part of the
reasons: dialog to explain the parameter. A reasonable default value is
e Lucyl has considerable number of parameters. Ther@IWayS provided so users do not always need to change their
are 23 individual parameters and up to 20 Windowpgrameters_. If some parameter values are .changed, LUCY2
size and maximum error pairs that could influence itsWIII memorize them. The next time LUCY2 is restarted, thg
memorized values will be loaded as the default values. This
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outcome. _ . : : .
feature makes it easier for users to work with their favorite set
of parameters. Users canreset LUCY2 back to use the original

*To whom correspondence should be addressed. factory default parameter values at any time.
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Thiz option iz uzed in combination with the following option- 4
alignment. |t defines the three splice site checking areas T
which may need different strengths of splice site alignment.

The quality of the base calls is usually poor at the beginning — 2
of a sequence but aradually improveswhen moving into the
sequence read. Therefore, when looking for splice sites,
stronger and stronger alignment measurements are needed

0K | Cancel

Sequences. Background colors Helping message
indicate the quality values.

Fig. 1. The GUI of Lucy2.
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.~ x FASTA headers. All saved sequence files also include their
New panels — @ vieeer © aicsca it | @ atiezseq| @ ez e 0ut] associated quality files just like whaticy1 would create.
containing results = = ——
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Fig. 2. TheLucy2 output panel.
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