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(ACOIZ & B A BIDERI)

|Seq. No.|Length| E* | Protein Sequence

1 20 |-9({(HP),PH.,PHP,HFPH,P,HPH

2 24 |9 |H.P,(HP,) H>

3 25 | 8\»HPHP1HPH P H

4 36 |-14|\PsH.PoH.P-H;P,H.P,H.FP.HP,

5 43 |23\ HP.H.-P-H.P-H\wFPeH: PP H-PPHP:H

6 50 |-21|H.(FH),PH.PHFP;HP;:HP,HP;HP;HFH,(PH),PH,

7 60 |-36|P.H.PH:PyHWPHP,H,-P.H,PH,PHP

3 64 |M42|\Hp(PH),(PoHy) ,PoH(PaHy ), PaH(PoHy ), PsHPHPH:»

9 85 |-53|H PiH\2FPs(H2Ps) , HP,(H.P,),HPH

10 100 |-50\PsHyPoH. Py Hy(PHy) , HoPsHy PoHe PaHPH. PH W PoHy PH
PHP,HFPH;F. H;

11 100 |-48|PsHPH,P:HsPH:PH,(PH,),PH;PH,WPH,PH:P11H; P, H
FPH:FPsHFHP,

Table 1. Benchmark instances for the 2D HP Protein Folding Problem used in
this study with optimal or best known energy values FE*. (E" values printed in
bold-face are provably optimal.) The first eight instances can also be found at
http://www.cs.sandia.gov/tech_reports/compbio/tortilla-hp-benchmarks.html. Sequence 9
is taken from [10]. and the last two instances are taken from [14]. (H,. F,, and (. ..); indicate
i-fold repetitions of the respective symbol or subsequence.)
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£ REfiZ |GP |GA |[ACO [EMC |PERM
85 |53 53
09 |48 48
100 |50 50

ACO (Ant Colony Optimization)
GA (Genetic Algorithm)
EMC (Evolutionary Monte Carlo)

PERM (Pruned Enriched Rosenbluth
Method)
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