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Méypt ofjuepa, Exovy avantoydei didpopeg pébodot yia v mpdPreyn g
vmapéng kat Tng Tomoroyiog SlapENBPAVIKOV TUNUATOV GE TPATEIVIKEG
akoiovfiec. To CoPreTHi ypnowpomotei Ta amOTEAECHATO HEPIKAV
npogirdv pebddwv (DAS, ISREC, PHD, SOSUI, TmPred, TopPred II),
mov eivan eAenBepa TpocPioipeg pécw Tov AladIKTIOV, GLVOVALOVTEG Ta
oe fva ovvdvacpévo 10Toypoppe Yo Kafe mpotelvn.  TTapaAinio
vroloyiletan évag deixmg a&omotiog (Q) katd Chou ko Fasman xafdg
Kol 0 ovvieheotic ovoyétione katd Mathews (C) yue kébe pébodo
Eeyopiotd.  To omotedéopata givor duvatév vo TOPOLCIAGTODY VO
popen] kewévov N ypoewkodv. To CoPreTHi omoteAeiton and &v0
VIOTPOYPaUpaTE and Ta omoia To TPMOTO dnpLovpyel THV POpUaA ELGO50V
10v dedopévov (amoteléopata peBddwv mpdPreync) ko exTEAEL TOVG
VTOAOYIGHOVG, eV TO devTePO Snovpyel ™V yYpagpiky mapactacn. Kot
1o 300 vrompoyphppate gival Ypappive oTn YAOCSH TPOYPAUHOTIGHOD
Java, dote va Snuovpysiton ma SiacHvdeon (interface) @ik otov
ypoiom. Me o mpdypappa avtd, eréyEape To AMOTEALCUATO TMV
npoavapepféviov pedddwv oe yvootés akorovbieg Swapepfpovikmv
npOTEIVOVY, Katatedeyévav otn SwissProt, S10moTOVOVTOG CTUAVTIKEG
Srapopéc oTig TPOPAEYELS, AKOUT KOL Y10 YOPOKTNPIOTIKG TopadelyuoTa,
6moc n Bokmpiopodoyivn. Eivor debéoipo v ehedbepn ypfion o10
Awdiktvo oty dievbovon:
http://02.db.uoa.gr/ vasilis/Main.html
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Different methods have been developed for the prediction and topology of
transmembrane segments in protein sequences. CoPreTHi uses the results
of the most popular prediction methods (DAS, ISREC, PHD, SOSUI,
TmPred, TopPred II) that are freely available through the Internet,
combining them into a joint histogram for each protein. A Chou and
Fasman reliability index (Q) and a Mathews correlation coefficient (C) are
calculated for each method separately. The results may be presented in
plain text or in graphics mode. CoPreTHi consists of two subprograms:
the first creates the input form for the data (results of individual prediction
methods) and performs the calculations, whereas the second draws a
graphical representation. Both subprograms are written in Java, so that
the interface is user friendly. Using this program, we compared the
results of the methods mentioned above, in known sequences of
transmembrane proteins, deposited in SwissProt. Significant differences
were found between the prediction methods, even in characterstic
examples, such as Bacterial Rhodopsin. It is freely available for use
through the Internet at the address:

http://02.db.uoa.gr/ vasilis/Main.htm]l
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