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APPENDIX A

List if train pattern files, test pattern file and network files in CD-ROM

Prediction of the existence of helix, sheet and turn in the same network

Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr3op.pat tehy2gr3op.pat hy2gr3opn*.net
‘hydropathy (7 groups) thy7gr3op.pat tehy2gr3op.pat hy2gr3opn*.net
amino acid side chain taaBgrBop.pat teaa8gr3op.pat aa8gr3opn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr3op.pat | thydrogr3op.pat | thydrogr3opn™*.net
Prediction of the existence of helix
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2grlh.pat tehy2grih.pat hy2grlhn*.net
hydropathy (7 groups) thy7grih.pat tehy2grih.pat hy2grlhn*.net
amino acid side chain taa8grih.pat teaa8grlh.pat aa8grlhn*.net
properties (8 groups)
hydrophobicity (3 groups) thydrogrih.pat thydrogrlﬁ.pat thydrogrlhn*.pat




Prediction of the existence of sheet
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Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2grls.pat tehy2grls.pat hy2grlsn*.net
hydropathy (7 groups) thy7grls.pat tehy2grls.pat hy2grlsn*.net
amino acid side chain taa8grls.pat teaa8grls.pat aa8grlsn*.net
properties (8 groups)
hydrophobicity (3 groups) thydrogrls.pat thydrogrls.pat thydrogrlsn*.net
Prediction of the existence of turn
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2grlt.pat tehy2grlt.pat hy2gritn*.net
hydropathy (7 groups) thy7grlit.pat tehy2grit.pat hy2gritn*.net
amino acid side chain taa8grlht.pat teaa8grit.pat aa8grltn*.net
properties (8 groups)
hydrophobicity (3 groups) thydrogrit.pat thydrogrlt.pat thydrogrltn*.net




Prediction of percent helix (6 groups)
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Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr%6h.pat | tehy2grfo6h.pat | hy2grf6hn*.net
hydropathy (7 groups) thy?gr%6h.pat | tehy2gr%6h.pat | hy2grf6hn*.net
amino acid side chain taa8grfo6h.pat teaa8gr»6h.pat aa8gr%6hn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr%6h.pat | thydrogrf%6h.pat | thydrogr%6hn*.net
Prediction of percent sheet (6 groups)
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr%6s.pat tehy2grf%6s.pat | hy2gr%6sn*.net
hydropathy (7 groups) thy7gr%6s.pat tehy2grd6s.pat | hy2grfe6sn*.net
amino acid side chain taa8grd6s.pat teaa8grp6s.pat aa8grf6sn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogrf6s.pat | thydrogrf6s.pat | thydrogrfb6sn*.net
Prediction of percent turn (6 groups)
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gro6t.pat tehy2gro6t.pat hy2gr9%6tn*.net
hydropathy (7 groups) thy7gr%6t.pat tehy2gro6t.pat hy2gr%6tn*.net
amino acid side chain taa8gr6t.pat teaa8grn6t.pat aa8gr76tn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr%6t.pat | thydrogr%6t.pat | thydrogr%6tn*.net




‘Prediction of percent helix (3 groups)
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Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr%3h.pat | tehy2grf3h.pat | hy2gr%3hn¥*.net
hydropathy (7 groups) thy7gr%3h.pat tehy2gr%3h.pat | hy2gr%3hn*.net
amino acid side chain taa8gr%3h.pat teaa8gr 3h.pat aa8gr%3hn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr%3h.pat thydrogr%3h.pat | thydrogr%3hn*.net
Prediction of percent sheet (3 groups)
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr9ss.pat tehy2grf3s.pat | hy2gr%3sn*.net
hydropathy (7 groups) thy7gr%3s.pat | tehy2grdp3s.pat | hy2gr%3sn*.net
amino acid side chain taa8grf3s.pat teaaBgr3s.pat aa8gr%3sn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr%3s.pat | thydrogr%3s.pat | thydrogr%3sn*.net
Prediction of percent turn (3 groups)
Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2gr%3t.pat tehy2gr%3t.pat hy2gr%3tn*.net
hydropathy (7 groups) thy7gr%3t.pat tehy2grd3t.pat | hy2gr%3tn*.net
amino acid side chain taa8gr3t.pat teaa8gr3t.pat aa8gr%3tn*.net
properties (8 groups) »
hydrophobicity (3 groups) | thydrogr%3t.pat | thydrogr3t.pat | thydrogr%3tn*.net




Prediction of percent helix (2 groups)
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Properties Train pattern Test pattern Networks file
file file
hydropathy (2 groups) thy2grd2h.pat | tehy2grf%2h.pat | hy2gr%Z2hn*.net
helical tendencies (5 groups thy7gr%2h.pat | tehy2gr%2h.pat | hy2grf2Zhn*.net
amino acid side chain taaBgro2h.pat | teaa8gr%2h.pat aa8grf2hn*.net
properties (8 groups)
hydrophebicity (3 groups) thydrogr%2h.pat | thydrogr%2h.pat | thydrogr%2hn*.net
Prediction of percent sheet (2 groups)
Properties Train pattern Test pattern Networks file
file file

hydropathy (2 groups) thy2gr%2s.pat | tehy2gr%2s.pat | hy2gr%2sn*.net
hydropathy (7 groups) thy 7gr2s.pat tehy2gr%?2s.pat hy2gr72sn*.net
amino acid side chain taa8gro%2s.pat teaa8gr2s.pat aa8gr%2sn*.net
properties (8 groups)
hydrophobicity (3 groups) | thydrogr%2s.pat | thydrogr%?2s.pat thydrogrdb2sn*.net

n* is number of hidden units (7, 35, 70, 100, 120)
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The networks files which gave the highest accuracies for secondary

structure predictions

Prediction Network files Properties Hidden %
units | Accuracy
1. The existence of | aa8gr3op70.net amino acid side chain 70 52.63
helix, sheet and | aa8gr3opl100.net amino acid side chain 100
turn in the same
network
2. The existence of | aa8grlh7.net amino acid side chain 7 100
helix hy2gr1h100.net hydropathy (2 groups) 100
3. The existence of | aa8gr1s100.net amino acid side chain 100 85.71
sheet
4. The existence of | aa8grlt7.net amino acid side chain 7 67.8
turn |
5. Percent helix hy2gr%6h35.net hydropathy (2 groups) 35 70.71
(6 groups)
6. Percent sheet hy2gr#%6s35.net hydropathy (2 groups) 35 50
(6 groups) hy7gr%6s70.net hydropathy (7 groups) 70
7. Percent turn aa8gr%6t35.net amino acid side chain 35 46.43
(6 groups) aa8gr%6t100.net amino acid side chain 100
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Prediction Network files Properties Hidden | Percent
-units | accuracy
8. Percent helix aa8gr%3h70.net amino acid side chain 70 78.57
(3 groups) aa8gr%3h100.net amino acid side chain 100
9. Percent sheet hy7gr%3s7.net hydropathy (7 groups) 7 78.57
(3 groups) aa8gr%3s100.net amino acid side chain 100
10. Percent turn hy2gr%3t70.net hydropathy (2 groups) 70 64.29
(3 groups) hy2gr%3t100.net hydropathy (2 groups) 100
11. Percent helix hydrogr%2h120.net | hydrophobicity 120 78.57
(2 groups) aa8groh100.net amino acid side chain 100
12. Percent sheet hy2gr%2s35.net hydropathy (2 groups) 35 75.00
(2 groups) hy2gr#2s120.net hydropathy (2 groups) 120
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