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Procedure ORF_Mapper
Step 1. Search Every Location of M in Sequence
// M Is Initiation Codon
If M Found then
Push Location of M
Step 2. Pop Location of M
Step 3. From the Taken-out Location by Step 2,
Beginning Search *
// * is Termination Codon
If * Found Then
Create ORF Object
Step 4. Repeat Step 2 ,3 Until Stack Empty
Step 5. Calculate the Length of Each Object
Step 6. Select the Longest Object
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