How to run:

TargetIdentifier.pl and Annotator.pl were implemented using the same
algorithm, only the output formats are slightly different.

usage: perl ./TargetlIdentifier.pl BlastOutputFile segFastaFile aceFile
lucy.info outputFile

Input:

BlastOutputFile - BLAST output;

seqFastaFile - sequences in FASTA format used for BLAST;

aceFile (optional) - a file from PHRAP or CAP containing assembly
data;

lucy.info (optional) - a file containing the low quality sequence
length trimmed by LUCY;

Output:
outputFile - output with annotation

Warning: for optional files, file names must be inputted, empty files
could be used
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