Manual page
1. The program runs with 3 arguments, in this order: 
<parameters filename> <probes-and-scores filename> <output filename>
2. The parameters provide a simple interface for tweaking the program and adapting it to different inputs/analyses. Detailing these parameters also reveals the influences affecting the way the program runs. We provide a default parameters file param_pbm.txt. 
3. A short description of each parameter:   
a. PROBES_BOUND - maximal number of probes in input file.
b. PROBE_SIZE - size of probes in input file.
c. MER_SIZE - size of k-mers the program works with.
d. MIN_PROBES - minimal number of occurrences of a k-mer for it to be considered valid (in some data sets there were k-mers with abnormally low occurrence, probably the result of experimental errors, which led to abnormal and illogical ranking of the k-mer).
e. MAX_KMERS - number of top k-mers to align 
f. MAX_MOTIF - upper bound on the size of a motif (size of PWM calculated).
g. PROBE_CUTOFF - number of probes to consider for each k-mer when computing position distributions.
h. ENTROPY_THRESHOLD - upper threshold of significance.
i. MAX_OFFSET - the largest offset allowed as part of the alignment with the center string.
j. MIN_MATCHES – a lower bound for the number of matches and the number of consecutive matches (divided by 10) in the alignment.
k. PROBE_COL – the column number of the probe sequence.
l. PROBE_SCORE – the column number of the probe binding intensity.
m. PROBE_LENGTH – the number of nucleotides to take from the beginning of the probe sequence.

