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Abstract Proteins are one of essential part of organisms; many proteins are enzymes that catalyze biochemical

reactions and are vital to metabolism. Researching for 3D structure of proteins is important because functions of

proteins are determined by 3D structure of them. In this study, we developed graphic tool that supports

comparison and observation of the two proteins' 3D structure in the single screen. It also supports some

comparison data to help researcher's easy comparison and observation works.
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Style : |Cartoon hd Ligan... ® Water

Chain ID Sequence
VLSPAALTAVLAATGLYGAHAGGTGAGALGAMPLSPPTTLTTPPHPALSHGSAG.
B VHLTPGGLSAVTALTGLVAVAGYVGGGALGALLVWWTPTTGAPPGSPGALSTPAAVY...

C VLSPAALTAVLAATGLYGAHAGGTGAGALGAMPLSPPTTLTTPPHPALSHGSAG... |
WVHLTPGGLSAVTALTGLVAVAGYGGGALGALLWWTPTTGAPPGSPGALSTPAAV..

REMARK 999 ILE 32, DURING SEQUENTIAL ASSIGNMENT RESIDUE 244 IN THE
REMARE 999 PROTEIN PAE GENE (PDB RESIDUE 32, SEE DBREF/SEQADY BELOW)
REMARK, 999 UAS SEEN T0 BE AN ILE INSTEAD OF A ¥AL. DETAILS APE GIVEN
REMARK 999 IN THE PAPER CITED IN REMARK 1.
DEREF  1GAE 1 53 GB 1333728 X77864 213 265
HEQADY LGAB ILE 3z 6B 1333728 VAL 244 CONFLICT
SEQRES 1 53 THR ILE ASP GLN TRP LEU LEU LTS ASN ALk LTS GLU ASP
SEQREZ 2 53 ALA ILE ALA GLU LEU LYS L¥3 ALA GLY ILE THR SER ASP
SEQRES 3 53 PHE TYR PHE ASN ALA ILE ASN LTS ALA LVS THR VAL GLU
HEQRES 4 53 GLU VAL ASN ALA LEU LY3 ASN GLU ILE LEU LTS ALA HIZ
SEQREZ 5§ 53 ALA
HELIX 1 HI ALA 10 LEU 18 1 9
HELIX 2 Hz AP 26 L3 41 B
HELIX 3 H3 VAL 38 ALA 5101 14
CRYSTL 1.000 L.000 1.000 %0.00 90,00 %0.00 P 1 1
ORIGXL 1.000000 0.000000 O.000000 0.00000
ORIGXZ 0.000000 1.000000 0.000000 0.00000
ORIGX3 0.000000 0.000000 1.000000 0.00000
HCALEL 1.000000 0.000000 O.000000 0.00000
SCALEZ 0.000000 1.000000 0.000000 0.00000
SCALE3 0.000000 0.000000 1.000000 0.00000
MODEL 1
ATOM 1 ¥ TR 1 -l.820 24.818 -5.344 1.00 0.00 n
ATOM 2z Ch THR 1 -1.256 24,378 -4.074 1.00 0.00 c
ATOM 3 COTHR 1 -1.7%4 22.830 -3.864 1.00 0.00 C
ATON 4 0 TR 1 -2.804 22,725 -3.295 L.00 0.00 o
ATOM 5 CB THR 1 -1.707 25.254 -z.901 1.00 0.00 c
ATOM 6 061 THR 1 -1.518 24.547 -1.683 1.00 0.00 0
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Chain 1D Sequence
| MVLSGGGTGLVLHVYTALVGAAVAGHGGAILIALPLSHPGTLGLPAAPLHLLTGAG... |

Ligan...

Shape chain aming hetatorn | nucleotide helix RMSD ‘
Left: 4 574 227 i] 32 42.4294...
Right : o 154 157 I] 8 42.4294...
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B |0 154 | 157 0 8

A : HYDROLASE(O-GLYCOSYL)
B : OXYGEN TRANSPORT (102m)
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chain | amino | hetatom | nucleotide | helix | RMSD
A O 163 | 136 0 1
C |4 574 | 227 0 32 4.6

A : HYDROLASE(O-GLYCOSYL)
C : OXYGEN TRANSPORT (4HHB))
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