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Table S8. CEthreader threading alignment results for the 905 query-template pairs 
using native contact maps or contact maps predicted using 18 different contact 
predictors [1-16]. Different contact predictors are sorted in descending order of contact 
accuracy, CMOacc. ‘cm’ and ‘dp’ correspond to alignments generated using the contact 
map score from Eq. (6) and the dot-product score from Eq. (S9) as proposed by Di 
Lena et al. [17], respectively. 
 

Methods CMOacc TM-score CMOq 
cm dp cm dp 

native 1 0.6492 0.5975 0.5814 0.5021 
ResPRE 0.8462 0.6334 0.5853 0.4802 0.4165 
DeepContact 0.7634 0.6114 0.5724 0.4269 0.3775 
DeepCov 0.6561 0.5830 0.5473 0.3726 0.3349 
NeBcon 0.6244 0.5738 0.5412 0.3489 0.3140 
PconsC2 0.5796 0.5632 0.5287 0.3276 0.2908 
MetaPSICOV 0.5731 0.5700 0.5406 0.3350 0.3011 
GREMLIN 0.3586 0.4931 0.4714 0.1956 0.1767 
CCMpred 0.3579 0.4910 0.4676 0.1940 0.1752 
SVMcon 0.3573 0.4684 0.4713 0.2242 0.2127 
BETAcon 0.3319 0.4658 0.4712 0.2173 0.2074 
SVMSEQ 0.3316 0.4606 0.4664 0.2234 0.2122 
plmDCA 0.3160 0.4699 0.4567 0.1691 0.1550 
PSICOV 0.3033 0.4750 0.4615 0.1738 0.1598 
NNcon 0.2897 0.4342 0.4435 0.2002 0.1889 
PSpro.beta 0.2633 0.4215 0.4374 0.1847 0.1754 
DNcon 0.1986 0.4590 0.4599 0.2134 0.1987 
FreeContact 0.1497 0.3127 0.3053 0.1287 0.1208 
PSpro 0.1314 0.4277 0.4317 0.3266 0.3053 
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