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Overview

Cyanobacteria are photosynthetic bacteria that perform oxygen-evolving photosynthesis. In 1990s,
the complete genome sequence of Synechocystis sp. PCC 6803 was reported as the first genome of
photosynthetic organism (Kaneko et al 1996 Plant Cell Physiol.). Since then, genomes of several
cyanobacterial strains have been sequenced, and researchers utilize them as model organisms.
However, the spread of the next-generation sequencers in 2010s enables us to study much more
diverse cyanobacterial strains deposited in the culture collections (Shih et al 2013.).

We focused on the filamentous cyanobacteria that are capable of forming heterocysts. Heterocysts are
differentiated cells to fix nitrogen during nitrogen starvation. The genome sizes of heterocystous
cyanobacteria are 6-12 Mbp, which are much larger than other non-heterocystous cyanobacteria. In this
program, we selected 20 strains of heterocystous cyanobacteria of the National Institute of
Environmental Science (NIES) culture collection in Japan (Fig. 1). Their genomes are sequenced and
assembled in Toyohashi University of Technology. Annotation and data release are performed in National
Institute of Genetics. This program will facilitate both basic and applied studies using cyanobacteria.
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2P INOFUTIHERZEITIERENNDO—RECTH D TEYIDONERIEEEDRRA, 7 ATORAEABOREIA, B
LEFREICRDIAATREEE. BEENSICHAETORLWVIAFROME E U THRAENTWS., BAREICBNT
ST INOFUTIE. F2aFIINACAVY - TOZ 10 bODMERE T H D ENIRIBMAITAT (NIES) DEFETD
LO23>2(CT5 689 3 3N BTN, ERSDIRLLVARE (CRIAENTWS, BFOXRERS -0 Y
—DERICHV. BEDOHDILFv—OL 033 D [CEBSNIEZRRE 77 ) INOF VT DT ) NEERN (CRRT T
DEDEHFHITHONTULBH (Shih et al 2013 Proc. Natl. Acad. Sci.Z5). NIES L3> 05 J Lf#fitkiE.
ARBELFNESHRICEEE DTz, BT TAEETIE NIES OL T2 a> (CEB NS T I INOFUT DG
LEREBICERDBAIL. KEE(E. J ) LATAINKREL, BREERYS ) AEROEFBHIMERNCEN TN
FOSANMERTIL—T D 3 1 %kDT ) MERZET DIz, 27/ I\OFUTFDEEESJ s DNA Ot (EEIR
BRASEA. RS —OT Y -2V ) ABRIEEBRMRNZEXRE. EoF0V /) 7—23>EF7—F0H
ZENCEGEMRARAMESE Uz, KBRS —TOT B —(CL>THEBETEZ DY/ LAOEERIIDOTMAE(E. BULH
+ X(CH3MEniz Contig (D> 5« ). A>T« JMDAIBREGHRZ S UTe Scaffold (RF+w T4 —ILR),
AFvw IA—)L REIOAERFRZEIRSHC U TREED 1 DICDIRA Dz Chromosome (REBK), REARDE
TOF v v T OERH)%RE LTz Complete (58£) D 4 DDLARJLICKBIEN., BHEDLANIVFEESFEERS ) LIE
RCTHD, KBETIE T/ LERZITOIE3 1HRDDS5, Complete LNILDY ) Iz 7 ¥k, Chromosome L\
IWDY J L% 2 3%k, Scaffold LRILDG ) L& LARREUE. CNSD¥RDLT ) LADBEESI(CDWT, BT
FREEEET ) T—23>fd5%. DFAST/\A IS >ZBWTEMUZ (https://dfast.nig.ac.jp/). CNE
TICBEIBYENRITUTEZ 9D NIES BhEEDE. &5t4 0%RDY ) AEHR%ET —4X—2X CyanoBase (C
TARULTE (http://genome.microbedb.jp/cyanobase) . A% 2 8 FFE 3 A2 T. Chromosome L)L EI(C
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