Supplementary table 1: Amino acid sequences of dominant negative mutants of CypA

feline-CypA
-GSCFHRIIPGFMCQGGDFTRHNGTGGKSIYGEKFDDENFILKHTGPGILSMANAGPNTNGS
QFFICTAKTEWLDGKHVVFGM-

feline-CypA H126Q
-GSCFHRIIPGFMCQGGDFTRHNGTGGKSIYGEKFDDENFILKHTGPGILSMANAGPNTNGS
QFFICTAKTEWLDGKQVVFGM-

feline-CypA R55A
-GSCFHAIIPGFMCQGGDFTRHNGTGGKSIYGEKFDDENFILKHTGPGILSMANAGPNTNGS
QFFICTAKTEWLDGKHVVFGM-

feline-CypA F60A
-GSCFHRIIPGAMCQGGDFTRHNGTGGKSIYGEKFDDENFILKHTGPGILSMANAGPNTNG

SQFFICTAKTEWLDGKHVVFGM-

Bold characters represent original and substituted amino acids respectively.



Supplementary table 2: Amino acid sequences of dominant negative mutants of CypB

feline-CypB
NSKFHRVIKDFMIQGGDFTRGDGTGGKSIYGERFPDENFKLKHYGPGWVSMANAGKDTNGSQFFITTVKTAWLDGKHV
VFGKVLEGMEVVRKVESTKTDSRDKPLKDVIIADCGKIEVEKPFAIAKE

feline-CypB R62A
NSKFHAVIKDFMIQGGDFTRGDGTGGKSIYGERFPDENFKLKHYGPGWVSMANAGKDTNGSQFFITTVKTAWLDGKHV
VFGKVLEGMEVVRKVESTKTDSRDKPLKDVIIADCGKIEVEKPFAIAKE

feline-CypB F67A
NSKFHRVIKDAMIQGGDFTAGDGTGGKSIYGERFPDENFKLKHYGPGWVSMANAGKDTNGSQFFITTVKTAWLDGKHV

VFGKVLEGMEVVRKVESTKTDSRDKPLKDVIIADCGKIEVEKPFAIAKE

Bold characters represent original and substituted amino acids respectively.



Fig. S1. All three predicted PPlase-active sites used in this study reduce affinities

between CypA and CsA as shown by MOE software analysis. (a) Computational

inference of 3D-structure of feline CypA and CsA. (b) The larger number (kcal/mol) in

reduced affinity (dAffinity) indicates more reduction of CsA-binding affinity with

CypA. Affinity between CypA and CsA is reduced by point-mutations of CypA

(CypA-R55A, CypA-R60A, and CypA- H126Q) as shown in dAfinity. Each amino acid

residue substitutes an original amino acid residue for Ala. (c) Protein stability is

decreased by point-mutations. The larger number (kcal/mol) in reduced stability

(dStability) indicates more reduction in protein stability. (d) Blue polygonal line graph

indicates affinity between CsA and CypA on each amino acid site. Red polygonal line

graph shows reduction of protein stability on each amino acid site. The larger kcal/mol

indicates more reduction of protein stability and affinity between CypA and CsA.

Fig. S2. Both predicted PPlase-active sites used in this study reduce affinities between

CypB and CsA as shown by MOE software analysis. (a) Computational inference of

3D-structure of feline CypB and CsA. (b) The larger number (kcal/mol) in reduced

affinity (dAffinity) indicates more reduction of CsA-binding affinity with CypB.

Affinity between CypB and CsA is reduced by point-mutations of CypB (CypB-R62A



and F67A) as shown in dAfinity. Each amino acid residue substitutes an original amino

acid residue for Ala. (c) Protein stability is decreased by point mutations. The larger

number (kcal/mol) in reduced stability (dStability) indicates more reduction of protein

stability. (d) Blue polygonal line graph indicates affinity between CsA and CypB on

each amino acid site. Red polygonal line graph shows reduction of protein stability on

each amino acid site. The larger kcal/mol indicates more reduction of protein stability

and affinity between CypB and CsA.
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