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Self Introduction

Protein Informatics

(ref: geneontology.org)
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Bioinformatics, 2018) of Functional Annotation
(CAFA4, last Feb.)

biosynthetic
process

biosynthetic
process

e metabolic
process

G0:0046364

C0:0019318
hexose monosaccharid
metabolic e biosynthetic
process process

G0:0019319
hexose
biosynthetic
process

Sequence ‘ > ‘ Function ‘

Critical Assessment <

of Structure Prediction +~ Comparing Pockets

(CASP]-]-; 12; 13; 14(0ng0|ng)) 0’. (Nakamura and Tomii,

(Quaternary Structure Prediction: 0 Biophysics and Physicobiology, 2016;
Nakamura and Oda et. al., Proteins, 2017; o Nakamura and Tomii, Methods, 2015)

CASP-CAPRI: Proteins, 2016) Comparing Interfaces

‘ Structure ‘

>H1046 RI-T complex, , subunit 1, 74 residues;
MNVDPHFDKFMESGIRHVYMLFENKSVESSEQFYSFMRT...
>H1046 RI-T complex, , subunit 2, 142 residues;
RFESVALEQLQIVHISSEADFSAVYSFRPKNLNYFVDIIAYEGKLPST...

H1046 model structure (stoichiometry: A2B2; PDB: 6PX4)

The complex between periplasmic domains of antiholin Rl and holin T
Organism: T4 phage 2




