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QSAR loglCso por.Fe =0.075( £ 0.022) MRR! +0,089(£0.022) MRE2-3.424{ +0. 828)
Modell |, 19 r-081 s-046 F-156
QSAR loglCso poF.Fe = 0.056 ( £0.020) ME®! +0.985( £0.198) Fr*2—3.386(+0.727)
Model2 |\ 1o r_ 086 s-041 F.217
QSAR logMICE, cani De2 = 1.024( +0.373)F A2 —0.964( £0. 198)In— 2.8 10 £0.950)
Model 3 |\ 15 ;084 s=037 F-170
QSAR logMIChs cara mAz1 = 0075 £0.022) MREREN_(L812 ( £0.360) In—2.188( £ 0.891)
Model4 | nojp r= 085 s=034 F-g4
QSAR loglCsarer = 0.624(£0.378) Fr®-2.011( +£1.009)
Model 5 | . 4 r- p76 s=052 F-27
QSAR loglCsacor-1 =0, 164(+0.041) Fr®' +0.681(£0.110)
Model6 |, (4 r_ pos s=005 Fo-158
QSAR loglCsopmare = —0.038( +0.022) Fr2! + 1,995 ( +0.064)
Model 7 | ;.5 ro g7 s=002 F= 30




loglesacor—s =3 7500 £0.557) £ ®1+ 12700+ 0.78)

QSAR
Model8 | n-3 r= ngg s= 011 F-450
QSAR loglCsomat = —2.571 (£0.907) f ®+0.312(£0.127)
Model 9 | . 3 r_ o4 5= 018 F= 803
Access the following web-servers to compute molecular descriptors: MoDel and e-dragon
Molecular
Descriptor | N is the number of compounds; r, the correlation coefficient; s, the standard deviation; F, the F-ratio;
Fr, hydrophobic parameter; MR, molar refractivity; f, the electronic parameter.
2D-QSAR in Hydroxamic Acid Derivatives as Peptide Deformylase Inhibitors and Antibacterial
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http://jing.cz3.nus.edu.sg/cgi-bin/model/model.cgi
http://www.vcclab.org/lab/edragon/

