Table 1 .Calcium binding EF-hand proteins sequences in FASTA format at 60% sequence redundancy WITH EF hand Loop region RESIDUES LABELLED IN lower case letters. (D1)

	>CABP1_HUMAN/200-227

DIEEIIRDVdlngdgrvdfeeFVRMMSR

>CABP1_HUMAN/163-191

ELRDAFREFdtngdgeistseLREAMRKL

>CABP1_HUMAN/86-114

ELREAFREFdkdkdgyincrdLGNCMRTM

>CALB1_RAT/190-218

EFNKAFELYdqdgngyideneLDALLKDL

>CALB1_RAT/102-130

EFMKTWRKYdtdhsgfieteeLKNFLKDL

>CALBP_ENTHI/1-29

MAEALFKEIdvngdgavsyeeVKAFVSKK

>CALL3_HUMAN/121-149

EVDEMIRAAdtdgdgqvnyeeFVRVLVSK

>CALL3_HUMAN/48-76

ELRDMMSEIdrdgngtvdfpeFLGMMARK

>CALL3_HUMAN/12-40

EFKEAFSLF       dkdgdgcittreLGTVMRSL

>CALL3_HUMAN/85-113

EIREAFRVFdkdgngfvsaaeLRHVMTRL

>CALL5_HUMAN/118-146

ELDAMIREAdvdqdgrvnyeeFARMLAQE

>CALL5_HUMAN/82-110

DLQVAFRAFdqdgdghitvdeLRRAMAGL

>CALM2_SOYBN/85-113

ELKEAFRVFdkdqngfisaaeLRHVMTNL

>CALM2_SOYBN/121-149

EVDEMIREAdvdgdgqinyeeFVKVMMAK

>CALM_BOVIN/85-113

EIREAFRVFdkdgngyisaaeLRHVMTNL

>CALM_BOVIN/121-149

EVDEMIREAdidgdgqvnyeeFVQMMTAK

>CALM_PARTE/121-149

EVDEMIREAdidgdghinyeeFVRMMVSK

>CALM_PARTE/12-40

EFKEAFALFdkdgdgtittkeLGTVMRSL

>CALM_PARTE/85-113

ELIEAFKVFdrdgnglisaaeLRHVMTNL

>CALM_YEAST/12-40

EFKEAFALFdkdnngsissseLATVMRSL

>CALM_YEAST/85-113

ELLEAFKVFdkngdglisaaeLKHVLTSI

>CANB1_BOVIN/132-160

IVDKTIINAdkdgdgrisfeeFCAVVGGL

>CANB1_BOVIN/54-82

LVQRVIDIFdtdgngevdfkeFIEGVSQF

>CANB1_BOVIN/91-119

KLRFAFRIYdmdkdgyisngeLFQVLKMM

>CATR_CHLRE/29-57

EIREAFDLFdtdgsgtidakeLKVAMRAL

>CATR_CHLRE/102-130

EILKAFRLFdddnsgtitikdLRRVAKEL

>CATR_CHLRE/138-166

ELQEMIAEAdrnddneidedeFIRIMKKT

>CATR_CHLRE/65-93

EIKKMISEIdkdgsgtidfeeFLTMMTAK

>CAVP_BRALA/90-118

EILRAFKVFdangdgvidfdeFKFIMQKV

>CAVP_BRALA/127-155

EVEEAMKEAdedgngvidipeFMDLIKKS

>CBP_SACER/138-166

EAAEAFNQVdtngngelsldeLLTAVRDF

>CDC31_YEAST/133-161

ELRAMIEEFdldgdgeineneFIAICTDS

>CDC31_YEAST/24-52

EIYEAFSLFdmnndgfldyheLKVAMKAL

>CDPK1_ARATH/527-555

HLFAAFTYFdkdgsgyitpdeLQQACEEF

>CDPK1_ARATH/455-483

GLKEMFNMIdadksgqitfeeLKAGLKRV

>CDPK1_ARATH/561-589

RIEELMRDVdqdndgridyneFVAMMQKG

>CDPK_SOYBN/445-473

HIDDMIKEIdqdndgqidygeFAAMMRKG

>CDPK_SOYBN/411-439

NLVSAFSYFdkdgsgyitldeIQQACKDF

>CDPK_SOYBN/339-367

GLKELFKMIdtdnsgtitfdeLKDGLKRV

>CETN2_HUMAN/141-169

ELQEMIDEAdrdgdgevseqeFLRIMKKT

>CETN2_HUMAN/32-60

EIREAFDLFdadgtgtidvkeLKVAMRAL

>CHP1_HUMAN/114-142

KLHFAFRLYdldkdekisrdeLLQVLRMM

>CHP2_HUMAN/115-143

KLHYAFQLYdldrdgkisrheMLQVLRLM

>CLSS_HAEMA/50-78

ASAKLIKMAdknsdgkiskeeFLNANAEL

>CLSS_HAEMA/8-36

ELEAAFKKLdangdgyvtaleLQTFMVTL

>CSEN_HUMAN/166-194

KLKWAFNLYdinkdgyitkeeMLAIMKSI

>CSEN_HUMAN/214-242

HVERFFEKMdrnqdgvvtieeFLEACQKD

>CSEN_MOUSE/214-242

HVERFFQKMdrnqdgvvtideFLETCQKD

>GUC1A_CHICK/54-82

YVEQMFETFdfnkdgyidfmeYVAALSLV

>GUC1B_BOVIN/60-88

YVEAMFRAFdtngdntidfleYVAALNLV
	>GUC1B_BOVIN/96-124

KLKWTFKIYdkdrngcidrqeLLDIVESI

>GUC1C_HUMAN/92-120

KLKWYFKLYdadgngsidkneLLDMFMAV

>KCIP1_HUMAN/137-165

KLRWTFNLYdinkdgyinkeeMMDIVKAI

>KCIP4_MOUSE/160-188

KLNWAFNLYdinkdgyitkeeMLDIMKAI

>MLR_AEQIR/20-48

EMKEAFSMIdvdrdgfvskedIKAISEQL

>MLR_PHYPO/6-34

QIQECFQIFdkdndgkvsieeLGSALRSL

>MLR_TODPA/17-45

ELKEAFTMIdqdrdgfigmedLKDMFSSL

>NCALD_BOVIN/148-176

RTEKIFRQMdtnrdgklsleeFIRGAKSD

>NCALD_BOVIN/64-92

FAEHVFRTFdangdgtidfreFIIALSVT

>NCALD_BOVIN/100-128

KLKWAFSMYdldgngyiskaeMLEIVQAI

>NCS1_HUMAN/64-92

FATFVFNVFdenkdgriefseFIQALSVT

>NCS1_HUMAN/100-128

KLRWAFKLYdldndgyitrneMLDIVDAI

>NCS1_HUMAN/148-176

RVDRIFAMMdknadgkltlqeFQEGSKAD

>NCS1_YEAST/100-128

KLSWAFELYdlnhdgyitfdeMLTIVASV

>NCS1_YEAST/148-176

RVKKIFKLMdknedgyitldeFREGSKVD

>NCS1_YEAST/64-92

FANHLFTVFdkdnngfihfeeFITVLSTT

>OBL_OBELO/116-142

--DAVFDIFdkdgsgtitldeWKAYGKIS

>ONCO_RAT/82-109

ETKSLMDAAdndgdgkigadeFQEMVHS-

>PDCD6_HUMAN/94-122

DWQNVFRTYdrdnsgmidkneLKQALSGF

>POLC3_CHEAL/47-75

EVRRMMAEIdtdgdgfisfdeFTDFARAN

>POLC3_CHEAL/12-40

DRERIFKRFdtngdgkissseLGDALKTL

>POLC4_BETVE/11-39

ERERIFKRFdangdgkisaaeLGEALKTL

>POLC4_BETVE/46-74

EVKHMMAEIdtdgdgfisfqeFTDFGRAN

>POLC7_PHLPR/4-32

DMERIFKRFdtngdgkislseLTDALRTL

>POLC7_PHLPR/39-67

EVQRMMAEIdtdgdgfidfneFISFCNAN

>PRVA_ESOLU/41-69

DVKKVFKAIdadasgfieeeeLKFVLKSF

>PRVA_HUMAN/43-71

DVKKVFHMLdkdksgfieedeLGFILKGF

>PRVA_TRISE/42-70

QVKEVFEILdkdqsgfieeeeLKGVLKGF

>PRVB_CYPCA/42-70

DVKKAFAIIdqdksgfieedeLKLFLQNF

>Q26068_PLAMG/20-48

EMKEAFTMIdqnrdgfidindLKEMFSSL

>Q39890_SOYBN/121-149

EVEQMIKEAdldgdgqvnyeeFVKMMMTV

>Q39890_SOYBN/48-76

ELQDMISEVdadgngtiefdeFLSLMAKK

>Q39890_SOYBN/12-40

DFKEAFGLFdkdgdgcitveeLATVIRSL

>Q39890_SOYBN/85-113

ELKEAFKVFdkdqngyisaseLRHVMINL

>Q7ZZB9_ONCMY/56-84

ELQEMIDEVdedgsgtvdfdeFLVMMVRC

>Q868D4_9HEMI/128-156

DLDAMIDEIdadgsgtvdfeeFMGVMTGG

>Q868D4_9HEMI/92-120

ELREAFRLYdkegngyistdvMREILAEL

>Q8WSQ4_PHYPO/56-84

AFNEMFNEAdatgngkiqfpeFLSMMGRR

>Q9XZV2_EUPOC/28-56

EIKEAFDLFdtnktgsidyheLKVAMRAL

>Q9XZV2_EUPOC/64-92

EILELMNEYdregngyigfddFLDIMTEK

>RECO_BOVIN/101-129

KLEWAFSLYdvdgngtiskneVLEIVTAI

>S100B_BOVIN/53-81

VVDKVMETLdsdgdgecdfqeFMAFVAMI

>S10A1_BOVIN/54-82

AVDKVMKELdengdgevdfqeYVVLVAAL

>S10AB_PIG/57-85

VLDRMMKKLdldsdgqldfqeFLNLIGGL

>TNNC1_CHICK/96-124

ELSDLFRMFdknadgyidleeLKIMLQAT

>TNNC2_CHICK/98-126

ELANCFRIFdknadgfidieeLGEILRAT

>TNNC2_CHICK/58-86

ELDAIIEEVdedgsgtidfeeFLVMMVRQ

>TNNC2_CHICK/134-162

DIEDLMKDSdknndgridfdeFLKMMEGV

>TNNC2_RABIT/95-123

ELAECFRIFdrnadgyidaeeLAEIFRAS

>TNNC2_RABIT/131-159

EIESLMKDGdknndgridfdeFLKMMEGV


Table 2. List of 12-mer Sequences from non binding region of Calcium Binding EF-hand proteins 60% sequence redundancy. (D2)

	DIEEIIRDVFVR
	FRVFLRHVMTNL
	VFFKFIMQKVEV
	MLQVLRLMASAK
	DMFSSLRTEKIF

	MMSRLRDAFREF
	EVDEMIREAFVQ
	EEAMKEAFMDLI
	LIKMAFLNANAE
	RQMFIRGAKSDF

	LREAMRKLELRE
	MMTAKEVDEMIR
	KKSEAAEAFNQV
	LELEAAFKKLLQ
	AEHVFRTFFIIA

	AFREFLGNCMRT
	EAFVRMMVSKEF
	LLTAVRDFELRA
	TFMVTLKLKWAF
	LSVTKLKWAFSM

	MEFNKAFELYDA
	KEAFALFLGTVM
	MIEEFFIAICTD
	NLYMLAIMKSIH
	YMLEIVQAIFAT

	LLKDLEFMKTWR
	RSLELIEAFKVF
	SEIYEAFSLFLK
	VERFFEKMFLEA
	FVFNVFFIQALS

	KYLKNFLKDLMA
	LRHVMTNLEFKE
	VAMKALHLFAAF
	CQKDHVERFFQK
	VTKLRWAFKLYM

	EALFKEIVKAFV
	AFALFLATVMRS
	TYFLQQACEEFG
	MFLETCQKDYVE
	LDIVDAIRVDRI

	SKKEVDEMIRAA
	LELLEAFKVFLK
	LKEMFNMILKAG
	QMFETFYVAALS
	FAMMFQEGSKAD

	FVRVLVSKELRD
	HVLTSIIVDKTI
	LKRVRIEELMRD
	LVYVEAMFRAFY
	KLSWAFELYMLT

	MMSEIFLGMMAR
	INAFCAVVGGLL
	VFVAMMQKGHID
	VAALNLVKLKWT
	IVASVRVKKIFK

	KEFKEAFSLFLG
	VQRVIDIFFIEG
	DMIKEIFAAMMR
	FKIYLLDIVESI
	LMFREGSKVDFA

	TVMRSLEIREAF
	VSQFKLRFAFRI
	KGNLVSAFSYFI
	KLKWYFKLYLLD
	NHLFTVFFITVL

	RVFLRHVMTRLE
	YLFQVLKMMEIR
	QQACKDFGLKEL
	MFMAVKLRWTFN
	STTDAVFDIFWK

	LDAMIREAFARM
	EAFDLFLKVAMR
	FKMILKDGLKRV
	LYMMDIVKAIKL
	AYGKISETKSLM

	LAQEDLQVAFRA
	ALEILKAFRLFL
	ELQEMIDEAFLR
	NWAFNLYMLDIM
	DAAFQEMVHSDW

	FLRRAMAGLELK
	RRVAKELELQEM
	IMKKTEIREAFD
	KAIEMKEAFSMI
	QNVFRTYLKQAL

	EAFRVFLRHVMT
	IAEAFIRIMKKT
	LFLKVAMRALKL
	IKAISEQLQIQE
	SGFEVRRMMAEI

	NLEVDEMIREAF
	EIKKMISEIFLT
	HFAFRLYLLQVL
	CFQIFLGSALRS
	FTDFARANDRER

	VKVMMAKEIREA
	MMTAKEILRAFK
	RMMKLHYAFQLY
	LELKEAFTMILK
	IFKRFLGDALKT

	LERERIFKRFLG
	GFILKGFQVKEV
	AFGLFLATVIRS
	RREIKEAFDLFL
	FLNLIGGLELSD

	EALKTLEVKHMM
	FEILLKGVLKGF
	LELKEAFKVFLR
	KVAMRALEILEL
	LFRMFLKIMLQA

	AEIFTDFGRAND
	DVKKAFAIILKL
	HVMINLELQEMI
	MNEYFLDIMTEK
	TELANCFRIFLG

	MERIFKRFLTDA
	FLQNFEMKEAFT
	DEVFLVMMVRCD
	KLEWAFSLYVLE
	EILRATELDAII

	LRTLEVQRMMAE
	MILKEMFSSLEV
	LDAMIDEIFMGV
	IVTAIVVDKVME
	EEVFLVMMVRQD

	IFISFCNANDVK
	EQMIKEAFVKMM
	MTGGELREAFRL
	TLFMAFVAMIAV
	IEDLMKDSFLKM

	KVFKAILKFVLK
	MTVELQDMISEV
	YMREILAELAFN
	DKVMKELYVVLV
	MEGVELAECFRI

	SFDVKKVFHMLL
	FLSLMAKKDFKE
	EMFNEAFLSMMG
	AALVLDRMMKKL
	FLAEIFRASEIE


Table 3 .The training data used for estimation of binding affinity were taken from RCSB based on PSSM scores obtained from the EF hand loop region. The positive dataset (D3) consisted of one hundred forty four 12-mer sequences and there were 124 sequences in the negative dataset (D4).
	HIGH BINDERS (D3)
	PSSM SCORE
	 
	LOW BINDERS (D4)
	PSSM SCORE

	DRDGDGYISADE
	6.77
	
	DADNSGDISLRE
	4.89

	DKNGDGYIDLEE
	6.67
	
	DTDGNGFLDSSE
	4.88

	DTDGDGYISYQE
	6.66
	
	DANNDGRITIDE
	4.87

	DKDGNGYITVEE
	6.55
	
	DSDGNGFLDKSE
	4.87

	DKDGSGYITVDE
	6.56
	
	DQNKSGFIEVEE
	4.85

	DKDGSGYITLDE
	6.54
	
	DADSNGNIEFKE
	4.84

	DEDGDGYISARE
	6.48
	
	DRDRDGEVNVEE
	4.84

	DKDGSGYITIDE
	6.48
	
	DENGDGEVDFQE
	4.84

	DKDGSGYITIDE
	6.48
	
	DFNKDGHIDINE
	4.82

	DKDGSGYITPDE
	6.47
	
	DLNGDGKVDLNE
	4.81

	DIDGDGYISNGE
	6.40
	
	DEDSNGSIDHTE
	4.80

	DVDGDGYITRSE
	6.38
	
	DDNQDGKIDIRE
	4.79

	DTNGDGYIDRDE
	6.38
	
	DADHSGTINSYE
	4.79

	DKDGDGKIDVDE
	6.36
	
	DENKDGAIEFHE
	4.78

	DVDGDGEIDYEE
	6.36
	
	DKDKDGRVNALE
	4.77

	DLDGNGYISREE
	6.31
	
	DKDKNGFLTREE
	4.76

	DQDGNGYIDENE
	6.29
	
	DLDNSGKLDVDE
	4.75

	DQDGSGYITRDE
	6.28
	
	DEDGGGDVDFQE
	4.74

	DKDGNGYITAQE
	6.27
	
	DADHSGKLSFEE
	4.72

	DVDNDGYITREE
	6.25
	
	DKNHDSQIDYEE
	4.72

	DTDGNGYISFNE
	6.23
	
	DNDGSGKLGLKE
	4.72

	DKDGDGRISFEE
	6.22
	
	DKNCDGRLDFDE
	4.70

	DKDGDGRISFEE
	6.22
	
	DLDGNGQVEFPE
	4.70

	DLDQDGYISQEE
	6.22
	
	DRDRDGEVNMDE
	4.68

	DKDGNGYIEGTE
	6.21
	
	DKDKNGELDENE
	4.67

	DKDGDGKIGVEE
	6.18
	
	DEDGQGFIPEDY
	4.66

	DKNGDGYITVNE
	6.19
	
	DKNSDGHVDEDE
	4.65

	DKDRSGYIEEEE
	6.17
	
	DMRNDGAIDFGE
	4.64

	DKNADGYIDLDE
	6.16
	
	DANKDGFVEFDE
	4.63

	DKNADGYIDGEE
	6.15
	
	DASHDGGIDVTE
	4.62

	DKDGDGKIGVDE
	6.13
	
	DEDKSGRLEFEE
	4.62

	DKDNSGYITKEE
	6.13
	
	DENGDGSVNFKE
	4.60

	DEDGDGKISFEE
	6.10
	
	DCDGNGELSNKE
	4.59

	DKDGNGYILPQE
	6.10
	
	DTEGDGVLTVEE
	4.59

	DKDASGYITIEE
	6.07
	
	DENGDGQLSLNE
	4.58

	DQDGDGRIDYNE
	6.06
	
	DADNSGDVDFQE
	4.57

	DKDGDGKIGIDE
	6.05
	
	DGDNDGELEENE
	4.56

	DKDGDGKISFQE
	6.05
	
	DREGQGFISGAE
	4.55

	DQDKSGYIEEEE
	6.05
	
	DKDNSGQVSMKE
	4.52

	DADKNGYIDFKE
	6.04
	
	DKDNDGKVSVED
	4.51

	DVDGDGVIDYSE
	6.05
	
	DKNGTGSVTFDE
	4.50

	DVDGNGTIDYYE
	6.05
	
	DQNRDGFIDKED
	4.48

	DLNGDGYIQREE
	6.04
	
	DEDGDHQVDFKE
	4.47

	DTDGDGFIDFNE
	6.03
	
	DRDHSGTLGPEE
	4.47

	DKDGDGCITVDE
	6.02
	
	DKNSDGTVTWDE
	4.46

	DKDGDGMIGVDE
	6.02
	
	DEKKNGVIEFEE
	4.45

	DQDGDGFITVEE
	6.02
	
	DKNKDRKIDFSE
	4.44

	DQDKSGYIEEDE
	6.01
	
	DKNMDGRLSIDE
	4.44

	DRDKSGYIEEDE
	6.00
	
	DANSDGTLDFKE
	4.44

	DTDGDGKIGVEE
	6.00
	
	DADKDGIIGKND
	4.42

	DTDGDGKIGVEE
	6.00
	
	DINNSGDIDHYE
	4.41

	DADGDGYVSLQE
	5.99
	
	DGDGNSYITTDE
	4.41

	DMDGDGSIDYLE
	5.98
	
	DIDNDGGLNNQE
	4.40

	DKDGSGAIDFDE
	5.98
	
	DTDGTQSIDPKE
	4.39

	DTDNSGYIEADE
	5.98
	
	DTNADGVVDFQE
	4.39

	DKDGDGKITAAE
	5.96
	
	DFDKDGAITRKD
	4.39

	DKDSSGYITIDE
	5.97
	
	DADKSGTMSTYE
	4.38

	DRNMDGYIDAEE
	5.97
	
	DINNDGELTLEE
	4.36

	DKDASGYISSAE
	5.94
	
	DLDKNGKISPDD
	4.36

	DLDGDGTIDFPE
	5.93
	
	DKNADGKLTLQE
	4.35

	DMDNDGYISNGE
	5.93
	
	DSDKSGQLEEKE
	4.35

	DLDGDGFIDFRE
	5.92
	
	DANSDGVVTFDE
	4.34

	DTDGDGKITSEE
	5.93
	
	DANNDGKLSEKE
	4.33

	DYDRDGTVSLEE
	5.93
	
	DKNKDDQITLDE
	4.32

	DKNEDGYITLDE
	5.92
	
	DEDEDGLISRGD
	4.31

	DADGNGLIDYDE
	5.90
	
	DINSDGQLDFQE
	4.29

	DGDQSGYIEVEE
	5.90
	
	DKDNNELIDKQE
	4.28

	DIDGDGFITPEE
	5.91
	
	DKNSDQEIDFKE
	4.27

	DEDGSGTIDFEE
	5.89
	
	DCNNDGQVNYEE
	4.26

	DEDGSGTIDFEE
	5.89
	
	DKDGSRPVDFSE
	4.25

	DKDGDGKITTKE
	5.90
	
	DRDGSRSLDADE
	4.25

	DTDGDGFISFQE
	5.90
	
	DKNGNGTISSLD
	4.23

	DVDGNGVIDYDE
	5.89
	
	DQDGDKQLSLPE
	4.22

	DADGDGHITFDE
	5.88
	
	DIDHNKKIDFTE
	4.21

	DYDNDGIVSFDE
	5.87
	
	DLNSDGEVDMAE
	4.20

	DLDGSGTIDFEE
	5.87
	
	DLNKDNKISWEE
	4.19

	DTDGDGKISAAE
	5.87
	
	DQNRDGFIDIND
	4.19

	DNDGDGKIGADE
	5.85
	
	DINSNGQINLNE
	4.16

	DADGDGTISFSE
	5.85
	
	DEDDSGFITFAN
	4.16

	DKNGDGFIDKDE
	5.85
	
	DPNATGNINKDE
	4.15

	DRDGDGEINEEE
	5.85
	
	DQRGNHQIDFDE
	4.14

	DVDGDGHISQEE
	5.85
	
	DINRSGFVDFTE
	4.12

	DVDNDGYLDYGE
	5.85
	
	DVNCDGRMQFDE
	4.12

	DKDNDGRIDYSE
	5.82
	
	DGNHDGGLNREE
	4.11

	DADGNGEIDFEE
	5.81
	
	DVDRSGTMNSYE
	4.11

	DNDNSGYITMEE
	5.81
	
	DLNKDGVLSRSE
	4.10

	DFNKDGYIDFME
	5.81
	
	DPNRDGHVSLQE
	4.07

	DKDQNGYISPSE
	5.80
	
	DVDRDGFVNKDD
	4.07

	DRDGDGFISPAE
	5.80
	
	DMNNDGRMDQLE
	4.05

	DSDGDGAITEDE
	5.80
	
	DINTDGAVNFQE
	4.04

	DTDGDGVINYEE
	5.81
	
	DVNSDNAINFEE
	4.02

	DTDKDGKISYEE
	5.80
	
	DGNGDGFVCFDD
	4.01

	DVDGDGQINYEE
	5.81
	
	DINSDNAINFEE
	4.01

	DKDEDGKISFDE
	5.79
	
	DTSGSGMIDLND
	3.99

	DKDGSGTIDTKE
	5.78
	
	DKNRTGRLSPEE
	3.98

	DKDGNGTISKDE
	5.77
	
	DLNDDGRVQFNE
	3.98

	DADGDGMIGIDE
	5.76
	
	DCDRDGLVTYDD
	3.97

	DLNHDGYITFDE
	5.75
	
	DKDNDRFVTKCE
	3.97

	DKNGDGKISVDE
	5.74
	
	DSNKNGTLDPSE
	3.95

	DKDGDGAITRSE
	5.73
	
	DFDDDGTLNRED
	3.94

	DFDGDGMINYEE
	5.72
	
	DLNQDGVLTSQE
	3.93

	DVDKDGYLDVNE
	5.72
	
	DADKDGVVTVND
	3.92

	DEDGSGKIEFEE
	5.70
	
	DKDGNNTMNIKE
	3.88

	DKNKSGYIEIEE
	5.70
	
	DTNRSGTITYEQ
	3.87

	DLDKDGKISFEE
	5.70
	
	DANGDNKLDQLE
	3.85

	DFDKNGYIEYSE
	5.70
	
	DKNKDDKLTFDE
	3.85

	DKNGDGLISVEE
	5.68
	
	EQDHDGRVDFFE
	3.83

	DKDGNGFISAAE
	5.68
	
	DQDKSDFVEEDE
	3.82

	DIDGNGKISVEE
	5.66
	
	DQNRDGIICKAD
	3.81

	DKDGSGHITKEE
	5.67
	
	DSNCSGTLSKKE
	3.81

	DVDGNGSIDYVE
	5.65
	
	DLNKNGQVELNE
	3.78

	DANGDGVIDFDE
	5.65
	
	DRDDDGVVSRGD
	3.76

	DEDGSGEIEFEE
	5.63
	
	DRNASDTISCDE
	3.75

	DEDGSGQIEFEE
	5.62
	
	DKNNDDLLSVDE
	3.73

	DEDGSGTIDFNE
	5.62
	
	DRNRSGTLEPHE
	3.73

	DKDQDGLISKDE
	5.60
	
	DKNNDAQLTLEE
	3.69

	DQDNDGRIDYGE
	5.61
	
	DKNKDNKMSFKE
	3.68

	DSDNDGRIDYSE
	5.60
	
	DVNHDGVVSFDD
	3.68

	DIDGDGQITSKE
	5.58
	
	DKNNDEAVDKKE
	3.66

	DKDCDGNIDFQE
	5.58
	
	DIDNNGFLDQND
	3.65

	DCDGDGKINRKE
	5.56
	
	DTNSDGKVEEDD
	3.63

	DKDGNGTISIKE
	5.56
	
	DTNQDNQLSFEE
	3.62

	DANGDGYFTLEE
	5.56
	
	DCNKDNEVDFQE
	3.55

	DVDGNGKIDFGE
	5.56
	
	DANQDEQVDFQE
	3.52

	DIDGNGTIDEKE
	5.55
	

	DKNGDGRITKEE
	5.55
	

	DADGSGYLEGKE
	5.53
	

	DTDGDGKIAPSE
	5.53
	

	DKDNSGYLTVDE
	5.53
	

	DKDKDGFIEKME
	5.52
	

	DADEKGYIEEKE
	5.50
	

	DLDNDGKIDFSE
	5.51
	

	DKDGDGCVTVEE
	5.49
	

	DIDGSGSIDASE
	5.48
	

	DHDRDGFISQEE
	5.47
	

	DKDGNGLITAAE
	5.47
	

	DLDQDGRISFDE
	5.45
	

	DEDGSGTIDPVE
	5.45
	

	DADGNGSIDKNE
	5.44
	

	DKDKNGKISPEE
	5.42
	

	DHDHDGYISQED
	5.42
	

	DTNGDGSIDFRE
	5.41
	

	DRDNDGYLSDTE
	5.39
	

	DANGDGKISAAE
	5.38
	


