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THERE ARE TWO THINGS HERE.

1) File groups.dat that contains information on the locations of 100 complete, orthologous intergenic regions that we studied and on genes that flank them (note that an intergenic region spans all the distance between the PROTEIN-CODING parts of the successive genes).


We use the following format (explanations are surrounded by /* ... */):

/* organism names */

Mouse                       Human

/* accession numbers of murine and human sequences */

   U58105                      U78027

/* the first and the last nucleotides of the first intergenic region in murine and human sequences, respectively */

   18260    22254              11409    15493

/* the names of the two genes that flank the intergenic region described above (these genes are orthologous in mouse and human) */

  /gene="Ftp-3"           

  /gene="Ags"      /product="alpha-D-galactosidase A"

/* the first and the last nucleotides of the second intergenic region in murine and human sequences, respectively */

   33284    35201              25545    27640

/* the names of the two genes that flank the intergenic region described above */

  /gene="Ags"      /product="alpha-D-galactosidase A"

  /gene="L44L"     /product="ribosomal protein"

/* the first and the last nucleotides of the third intergenic region in murine and human sequences, respectively */

   37443    49196              30439    46196

/* the names of the two genes that flank the intergenic region described above */

   /gene="L44L"     /product="ribosomal protein"

   /gene="Btk"      /product="Bruton's tyrosine kinase"

/* the first and the last nucleotides of the fourth intergenic region in murine and human sequences, respectively */

   80462    81610              71593    72812

/* the names of the two genes that flank the intergenic region described above */

   /gene="Btk"      /product="Bruton's tyrosine kinase"

   /gene="Fci12"

2) Subdirectory MonteCarlo.dir that contains 5 files. Each file contains information on comparison of the results of aligning of one of real interhits with that of aligning of 10 random sequences of the same lenghts and nucleotide compositions than that of real sequences. We created optimal, global alignments using four sets of parameters:

A) Match: +1; mismatch: -1; gap initiation: -2; gap elongation: -2.

B) Match: +1; mismatch: -1; gap initiation: -3; gap elongation: -2.

C) Match: +1; mismatch: -1; gap initiation: -5; gap elongation: -0.

D) Match: +1; mismatch: -1; gap initiation: -5; gap elongation: -1.

At the top of each file, we describe the location of the corresponding interhit within murine and human sequences and present a table reporting data on the similarity (as defined within the paper) within each alignment, and on the mean and standard deviation of the similarity among 10 alignments of random sequences. After this, we present 11 actual alignments obtained for the parameter set D.

