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Abstract

This paper introduces a dynamic programming approach for computing ”contin-
uous” similarity of the two protein sequences. The discrete dynamic programming
method considers items of each comparable sequence independently; meantime there
is a strong interrelation between them. To overcome this disadvantage a ” continuous”
sequence comparison method is developed. Particularly, a certain continuous func-
tion is correlated to each comparable protein sequence, and then the comparison is
made between those functions. Through compressions and expansions the comparable
functions are brought to the most similar representation in the meaning of a certain
similarity function. By this approach the sequence comparison problem is reduced to
a functional maximization problem, which is numerically solved using dynamic pro-
gramming method. Finally some practical results are presented with the application
of described method.
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Uyhunwynigujhl hwonpnujulnpniGtph” wipinhwwm $niGyghwGbph ypw
hhiGwo Giwlnipyjuwl hw)yunpynidp nhGwdhly opwgpuynpiwb dhpnnny:

[} 4. G-lnpgyul

Udthnthnid

Uju hnpJuwonmd Gipujuwgywo b JhlGuwpwlwul hwonpnuywlnipymGitph hwib-
Jwwudw@ dh dbpnn: <wjynGh nhuyptn ghGwidhy opuwgpuynpiwl dnpnnp jnipwpwlsynip
hwitibnynn hwonpnujwlmpymbGioph  wlnwiGtpp ghuwpymd £ hpwphg  wlluwfu,
wjGhGs npwlg dhol Yuwl npnpwyh Juwuwbp: Ujn ptpnipjnilp hwnpwhwpbtint hwdwp
nhunwpyymd t hwonpnuyuwlmpniGGtiph hwdtdwwmdwG dh ‘'wipGnhwwm’ dtpnn: UG
L' jmipwpwlsymp hwibdwwnmynn hwonppuuwlnipjulp hwiwywuwuppwlimpjul dhke
L gpymd dh wlplnphwwn nGyghw b wwyw hwibdwwmnipmniGp juunwpymd E owgy
dnGyghwGtph dhol: UbtninmuiGhph L dgnuiGtph dhongny hwitdwwmynn pmyghwltpnp
ptipynmd G0 wdblwliwl wmbuph® wnpjwo (dwlmpjul $pniGlyghwjh pdwunny: Uju
Unnbtigdwl dhengny fulinhpp ptipymd b HniGyghnGwih owwhdhqughwjh tulnph, npp
pdwybtu mobtynt hwdwp Gpyuwywgyuwo L dh nghGwdhly opwqgpuynpdwl dbtpnn:
Whwunwlpmd ptipuo GG Gwl npn) wypwlwhly wpniGplGbp’ Gepyuwyjuguwo dtpnnh
Jhpwniwip:



