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Fig. 1. Flow chart for finding 8-mer primer lists in a single sequence.
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Fig. 2. Screen shots of finding 8-mer primer lists in a single sequence. (A) Main page of RCA-mer. (B) User's sequence information display page.
(C) Preliminary results of RCA-mer. (D) Detail viewer button to explore match results of primer. (E) Final results page of matched primer lists and
their GC-content.
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Fig. 3. Flow chart for finding 8-mer primer lists in two sequences.
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Fig. 4. Screen shots of finding 8-mer primer lists in two sequences. (A) Main page of user interface for two sequences input. (B) Result page of 8-
mer coexistence lists in sequence 1 and sequence 2. (C) Result of primer lists which only exist in sequence 1. (D) Result of primer lists which only
exist in sequence 2. (E) Result of primer lists which does not exist in sequence 1 as well as sequence 2. User can access the detail 8-mer lists by
clicking submit button.
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ABSTRACT: RCA-mer: A Web-Based Program Searching for Primer Candidates
Young-Hoon Che', Kiejung Park’, and Daesang Lee'® ('Department of Bioinformatics,
Korea Bio Polytechnic, Chungnam 320-903, Republic of Korea, “Information Technology Insti-
tute, SmallSoft Co. Ltd., Daejeon 305-343, Republic of Korea)

Recently, rolling circle amplification (RCA) technique has been widely focused in the field of gene ampli-
fication just like PCR method. We have developed RCA-mer, which is a web-based program searching for
primer candidates from a given sequence. It can be applied to find primer lists in DNA amplification experiment
based on RCA method. The RCA-mer compares 8-mer primer lists with user's input sequence such as vector,
mitochondria, and microbial genome sequence. After calculating 8-mers existences in a given sequence, it dis-
plays matched and no-matched primer lists with their GC-contents. In addition to it, RCA-mer can search the
existence of 8-mer primer lists in two sequences whether they are co-existed or not. Users can apply candidate
primer lists to their researches which use RCA techniques.



