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Protein Structure Homology Modeling Method 
Considering Modified Amino Acid

MAYU KUDO†1 WATARU SATO†1

HIDEAKI UMEYAMA†2 MITSUO IWADATE†2

We have developed a new FAMS program including the respond guideline for non-natural amino acids using the former FAMS 
program. Thus, we created the automatic homology modeling soft program (NN FAMS) devised newly in inclusion of many 
non-natural amino acids in the PDB data.

1.

PDB (Protein Data Bank) 

FAMS

2012 6 PDB

36
ABA, ALY, BB9, CAS, CME, CMH, CSO, CSS, CSW, CSX, 

CXM, FME, HIC, HYP, KCX, M3L, MEN, MHO, MLY, MLZ, 
MME, MP8, MSE, NLE, OCS, ORN, PTR, SAC, SEP, SLZ, 

TPO, TRN, TRQ, TYS, YCM, YOF
1 PDB

111103
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2.

2012 6 PDB

query PDB 95%

template
FAMS

FAMS

PDB MODRES
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GDT_TS 3
126,892

0.132
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