JOY4.0 (solvent accessibility (psa),
secondary structure (sst)
and hydrogen bond (hbond))

sst CPCCCCEEEC P PPCPHHHHHEHHEEHEEECCPCCCEEEPCC ENLELGFLVEQPEEPWFQTEWEF ADEAGEDLGFEVIKILVED
psa TTTTFFFFFTTTTTTF TTTFTTTFTTFFTTTTFTFTTTTFTT
hbond ILFITIFE I ITII I II T Search for homologues using BLAST

in sequence database

CPCCCCEEECPCPPCPHEEHHHHHHEHHAHCCPCCCEEEPCC
TTTTFFFFFTTTTTTFTTTFTTTF TTFFTTTTETETTTTETT
FFFTFFFFFFFFFFFFFFTFTTFFTFFFFTFFFFFFFFFFER

Filter sequences more than 90%
and align using MALIGN

ENLELGFLVEQPEEPWFQTEUKF ADEAGEDLG-FEVIEIAVPD
CPCCCCEEECFCFPCPHHHHHHHHEHHHHHHCC-PCCCEEEPCC
TTTTFFFFFTTTTTTFTTTFTTTF TTFFTTTT-FTFTTTTFTT
FFFTFFFFFFFFFFFFFFTFTTFFTFFFFTFF-FFFFFFFRFF

ENLELGFLVEQPEEPWF QTEWEF ADEAGKDLG-FEVIKIAVPD
——-KHAIVISTLNNPWFVVLAETAKQRAEQLGYEATIFDSCHD

EGKTIGLVISTLNNFFFUTLENGAEEKAKELGYEIIVEDSCND 4’
———-—IAITITPSHONFFFKAEAWGAEAKAKELGYETLVLWVHDDD

DPVAIKIVEF-GLDEGAKDAFEWETOF VPEEF QKVLF GLELNE
DHQSDF ITAE YGLQEARQKATEALVVF UPNNLTS IV T AME-—~
DNQSDEVIIKYGLEKAKEEAGNKLTVFFPNNLTS IVLGITEGE
DDDHVLVLTEYGLEKAKAE AGVAEAKFFPNDHSPTIIAI-———

DPVAIRIVEF -GLDKGAKD AFKUETQF WPEEF QKVLF GLKLNE
CPCCCCEEECPCPPCPHEHEHHEHEHEHEHCC-PCCCEEEPCT
TTTTFFFFFTTTTTTFTTTF TTTFTTFFTTTT-FTFTTTTFTT

Reversing
the alignment

HARMONY

HARMONY

Propensity and substitution
score for individual residues

Total propensity
and substitution score

Propensity and substitution
score for individual residues
for reverse sequence

Total propensity
and substitution score
for reverse sequence

Calibration plot to detect
gross errors in folds

Detection of local error

Local error mapped on the structure



