BRN T EE TSI Ge T A— 8 —a L B a—F T AT A K| 2

WA DERBIRL T — 2 X —2ADBHFE
Development of Microbial Phenotype database

FRURE: Hrififl R 2t 7e Rt Setin a8 K SRt 7EE

S

W E RS AR

ARIFFETIL, R AR I A — /S —a L B a—H VAT &R L, e O£ HA
T =B R—=ADFEEAT o T, A ORI IMAEM B SRR OBREEm T D
FTHEETHHIHLEDLT | ZNVETHI RN TR, £ TARMFIE T, 84k
MARERORBMENT 21T % HINET D, TDOEMD IO, TR DRI FRT %
AIREIZ T BT —H N —ADWEE | REVRNTIZ DM E W A RE R ORERIFF O 3 %217 -
720 TIPS OECHIITF R E 2 BAUE MO KA T — 2 _R—=AZER L T=2D |
RV AHETE T DI 72 FIEDRRBR AT o T, HEEDEEL WRBBUZ DWW TE S
HEEZRNFEIZL TODONEFELHA T, Flo, RE T —HZ_X—RL L TART 5729012,
VT A —T = — A% LT, FERRILERR MRS R R LT, ETAMRT —H N —2R
Microbiome Datahub EDFE & ATV, EHHHIL[FIFEH & U CEBRMEEICHRER LT,

FE w3 (FEERL)

- Fujiyoshi et al., 2025, Bioinform. Adv. “Bac2Feature: an easy-to-use interface to predict
prokaryotic traits from 16S rRNA gene sequences”

* Mori et al.,, 2026, Microbiome, “Microbiome Datahub: an open-access platform
integrating environmental metadata, taxonomy, and functional annotation for

comprehensive metagenome-assembled genome datasets”
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