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Fig. I. The example of assembing short DNA fragments with
SeqEditor. The 185 tDMNA sequences of P purprogenome are
constructed frem the fragments sequenced by a antomate sequencer.
The consensus sequences are compared with the reference sequences
of P marneffei (GenBank Accession Ne : AF034197).
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Fig. 2. Four types of local alignments belween fiagments I and II. (a)
A 3' segment of [ overlaps a 5' segmment of I1. (b) A 3' segment of I
overlaps 5' segment of L. (c) Fragment [ is contained in [ragment I1. {d)
Fragment I11s contained in fragment L
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Fig. 3. The local homology matrix (H, ,} generated from the sequences
AC-T-GC-C-T-A-C~-G-T-C-C-G-A and G-C-C-T-C-G—
A-A-G-G—C—A. The scgment of maximal similarity is represented
by bolded sequence characiers. The gray-colored elements mdicate Lhe
traceback paths from the maximat element {H; {5=5) in the last row.
The elements surrounded with dot and bold lines are selecled by
Huang's and our algorithms respectively. The submatrix scparated by
mazimal element (H%1%=10) 1s represented by boid lines.
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ABSTRACT : Development of Contig Assembly Program for Nucleotide Sequencing

Dong-Hun Lee* (Division of Life Sciences, Chungbuk National University, Cheongju 361-
763, Korea)

An effective computer program for assembling fragments in DINA sequencing has been developed. The pro-
gram, called SeqEditor (Sequence Editor), is usable on the personal computer systems of MS-Windows which is
the most popular operating sysiem in Korea. It can read several sequence file formats such as GenBank, FASTA,
and ASCII. In the SeqBEditor program, a dynamic progranmuming algorithm is applied to compute the maximal-
scoring overlapping alignment between each pair of fragments. A novel feature of the program is that SegEditor
implements interaclive operation with a graphical user intertace. The performance tests of the program on frag-
menl data from 165 and 185 rDNA sequencing projects produced satislactory resnlts, This program may be use-
ful to a person who has work of time with large-scale DNA sequencing projects.



