TargetFinder 1.0

1. Speed buttons
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Open ss-count file to show single
strand profile of target MRNA

Open target MRNA

Open tag sequencefile

_ Open CT file to show the secondary
Align tags to target mRNA structure of target mMRNA

2. Sample data file

TarGene.fa — sample target MRNA sequence file in FASTA format
Tags.txt — sample tags sequencefile
SS count.txt — sample ss-count file

Structure.ct — sample secondary structure filein CT format

3. Quick tour

Sep 1. Click® % " button to open the sample target MRNA file “ Tar Gene.fa”

Sep 2. Click® u‘sl&#‘" " button to open the sample tags file “ Tags.txt”

- " button to align the tags to target mRNA

Sep 3. Click* &%

Sep 4. Click® =°+=" button to open the sample structure file* Sructure.ct” of target mRNA

Sep 4. Click * L] " button to open the sample ss-count file “ SS_count.txt” of target MRNA



