50

T/ LI D SZ AR IEE

RN

T LG E

SREEYMRBICOVNT DY/ LEGIHEHR. TNOSDLEEAN SEMDZHKIEEZNZEHHTELTOER
ZIEETDHEDTREICEDDDHDET, BMAETIE. HBICBEARET/ LHBEBE L TVWDMEMDT / LI
BEUT. ERY/ LBERZDIDEN 5. BANKEENFHERCIOBECRDBEH S ELTVET, gEH5,
ZHOT /) L7ZEHEUT. ZOBEICHONDINT—VDHBEESHEZBETT DI EICKO T, BILFOES
FELTOY / LOEDIEZERBEL. ZNICKOTY / LOELBEZHE LD . HEERIIEG FDOREE

HEULDITDHILEZBELTVET., COBNDYD. BEOHMENDLRS / LT —FX—RAZHEEL. N
[CEDVWTHRY/ LAETOH LWLWP TO—FOREZBEIE LR Z{T>TVET,

WEMY / LLEBRBEIRY A5 L
BEEBICRATVWMENZRFR TS LT, 7/ ABRIIE
EESICREFMEZR DIcs. I TICHHRIEMENDT/
LEHIARESN. ZTOISEDRRIFILKZ T TND,
COUREDT —HICEDLERY / LR ZHET Dl
0. MEDT / LB AT L MBGD OEH7Z1ToC
WD, HiC. KEFZ{TORICLELLDY/ LAEODER
TR (F—VOTH%E) (TDWNT. 2ERE7ILTY
ALDRFEZETOCVD, Ffew 7—VOTDEDEREL
THEOSNDRMINT— (HDELFHEY / LRICEFET
B ULIELDEVND /IS —Y) PRIGYVINOBDEFELRE
' OBEGTOMREEHEZTA DR REMEDERIN TS, K
BOT—YZERATDLICKD. TZOHENZEHD L
BEBLTVD, COXDEHZIHRIITIfCH. 4 —
VOJERICEDVWCHRY / ©ET7ZIT DINAT—o Y
F RECOG DFFEZT 2T\ D,

T—=7L
BIENARIL

(]
T e PR T T N———)

1. e8RS/ Lf#h2 A5 s RECOG T&RirULTe
F—vadinT—7)

bliv - N ud 32

FREMDEICBNTIE. BEDNSFRNEVDSEER
IFBEGCBEROANICNA T, BZBRTOKFRILHETIZRD
BEHFRENCERFREZRCLTVD I EHHSNTH
D, RRMEOEREEDIAEN SBEESNTVD. LD
U OO UIEMIEMENDT / LEbBiEZ 2 U TR
T BDICHDEIEIFETEHEL L TLEW, T/ LE(LERDEF
HSETIE. BEREOSLV/ AZHE TS EICELDTH
BEICIEDDT. MBGD OF—¥7Z/ERH UL DD, s/ L
LEER AT DB RELL IC[E I Te 21T D TS, Kl T/
LOEENFECLTOCRAZETHECT DI LZBEL
ToHhgT /) LA TEGFOLUIRNMRES N [D71EE]
([CEE UIEHARZED TS,

SENH

1. Uchiyama, I., Mihara, M., Nishide, H., Chiba, H., Kato, M. (2019).
MBGD update 2018: microbial genome database based on
hierarchical orthology relations covering closely related and
distantly related comparisons. Nucleic Acids Res. 47, D382-D389.

2. Uchiyama, I., Albritton, J., Fukuyo, M., Kojima, K., Yahara, K.,
Kobayashi, I. (2016). A novel approach to Helicobacter pylori pan-
genome analysis for identification of genomic islands. PLoS One
11, e0159419.

3. Chiba, H., Nishide, H., Uchiyama, I. (2015). Construction of
an ortholog database using the Semantic Web technology for
integrative analysis of genomic data. PLoS One 70, e0122802.

4. Chiba, H., Uchiyama, I. (2014). Improvement of domain-level
ortholog clustering by optimizing domain-specific sum-of-pairs
score. BMC Bioinformatics 15, 148.

5. Uchiyama, I. (2008). Multiple genome alignment for identifying
the core structure among moderately related microbial genomes.
BMC Genomics 9, 515.

6. Uchiyama, |. (2006). Hierarchical clustering algorithm for
comprehensive orthologous-domain classification in multiple
genomes. Nucleic Acids Res. 34, 647-658.




