FrOOoAXTVZEr>"Iaommoor

Amino
acid
Sequence

\

|rmoxxvzzrx—1mﬂmcnﬂ

PSIPRED predictio
Coi
1 Helix
) \ Stran
3 —
17
First Network

Sequence to shuctre Network

window size - 17
Hidden units - 12
Output unit - 1

ns
Qutput from first net
1or0)
—_—
Second Network

window size -17
Hidden units -23
Output unic -1

Fig S2: Prediction scheme used in ANN
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Fig S3: Overall prediction scheme for hybrid approach of SVM
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Fig S4: Consensus Prediction on 2880 protein dataset
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FIG S5: Combined Prediction on 2880 protein dataset
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Figure S6: Submission form of BhairPred server
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MAGDAVQSEPRSWSLLEQLGLAGADLAAPGVOQOQOLELERERLKREIRKELKL
KEGAENLRRATTDLGRSLAPVELLLRGSARRLDLLHQOQLOQELHAHVVLPDFA
AGSDATQSLAEGSPICSSTNLSRVAGLEKQLAIELEVEQGAENMIQTYSNGSS
EDREKELLLTAQQMLODSKTKIDIIRMQLRRALQALQAGELESQAAFPDEAQGDP
ELGAVELRIEELRHHFRVEHAVAEGAKNVLRLLSGAKAPDRKAVSEAQEKLT
ESNQEKLGLLRESLERRLGELPADHPKGRLLREELTAASSSAFSAILPGPFPATH
YSTLSKPAPLTGTLEVRVVGCENLPETIPWSFPPPSVGASGTPESRTPFLSEPAR
GLYSRSGSLSGRSSLRGEAENATEVSTVLELDNTVVGOQTAWKPCGPNAWDQ
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Figure S7: Result of prediction as displayed by server. The output displays the amino
acid residues, their corresponding secondary structure (as predicted by PSIPRED or user
defined; H for helix, E for extended sheet and C for coil), raw sheet-coil-sheet pattern
extracted accordingly as described in paper, sheet-coil-sheet pattern of length 17 amino
acid residues and finally whether these fixed length patterns are 3-hairpin or not.



