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The proposed -
Data et approach Clustal W DiAlign DCA

Score M.C. Score  M.C. Score  M.C. Score M.C.

P1 42336 147 42304 147 42304 147 42304 147
P2 59937 150 59922 149 59902 149 59922 149
P3 43081 139 43081 139 43081 139 43081 139
PA 23925 233 23895 232 23900 232 23927 233
P5 260934 149 260433 148 261756 148 260717 148
P6 11065 69 11018 69 10913 69 11062 69
pP7 494253 172 498316 180 498584 184 498842 182
P8 355171 142 357010 153 357043 153 357010 153
P9 60508 67 60508 67 60508 67 60508 67
P10 68496 8 68125 9 67269 9 68365 9
P11 12532 64 12481 62 11974 62 12471 61
P12 113639 448 113639 448 113718 448 113639 448
P13 193692 178 193602 178 193619 178 193619 178
P14 162303 25 165983 29 167621 29 166505 29

Clustal W, progressive-based method, http://www.csc.fi/mobio/progs/clustalw/clustalw.html
DiAlign, consistency-based method, http://bibiserv.techfak.uni-bielefeld.de/dialign/submission.html

DCA, exact-based method, http://bibiserv.techfak.uni-bielefeld.de/cqi-bin/dca_submit
M.C.: matched columns
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