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Genomic contents of group A streptococci is rich in A or T nucleotides. This causes problem
in determination of transcription factors and/or prediction of open reading regions. Firstly,
we have established the method to analyze the transcriptome of streptococcal cells inside
host eukaryotic cells with cDNA microarray and tiling array. The data obtained from the
arrays revealed the existence of 58 novel non-coding RNA and importance of unknown
genes to combat with host immune system. These things suggests various pathogenicities
of group A streptococci are resulted from these non-coding RNA and hypothetical genes.
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77 NENTIE, BIEM SIS IT b
THY, Z< OWERET OBEENI 5L 72
DOOH LN, BRMINCIERICSERE~REE
BlEEIFICENND LT, GAS D EDH
FNEDX D B CREREZS IS EZT
DIPNTHONTIE, LN ERSTWRW., &
72, 20O GAS LfEFEDMAEERICET %
DIRERECONTHRIMOE N %L, i
ZH ST LTV Z & SAHIE o 95 I
DOFFINZINZ T, ARRGLEIZ T2 D872 70
PR, TRIEERRET 5 ECIERICE
BWThHhbiHEEZEZOLND. LrL, ALY
ERE D7 ) NMEHT OFRER T, WHEAZR B
& BIE Ry BERE CII e ik LICIFET D8
BFIZFHIEEAERT =2 3 VFRD S
Nz Eovs (Nakagawa et al., 2003),
Ty —VHKREOBKERMOBLRTH D
WiEL ¥ 2 b —F —BIE I KD
SRR DFEBLOZEAL N IRAE D FEBLIZ B o -
TWhEEZONS., ~Af 70T LA ZHN
BB FRBLRIZENS O 7 v — 7 CTREA
DFFRB TRV X a b — &% —FEFITo
WTHRAT N SIVTW DR, Z 5 ORFZE T
BEFNOEAZ T IZ OV TOHEITES LTV
%) (Miyoshi-Akiyama et al, 2006,
Beyer-Sehlmeyer et al. 2005, Graham et al,
2002).
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regulator /v 7 7 U N LIoREAEEE LT,
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R 19 HFEEICER LTEZ AV 7T LA
ZHWT cDNA 7 LA OFERMN AL
B TrREEOTEE{LEZITV, real-time
PCR T4 MEAFL L7=. #FlZ, cDNA 7 L
A TIHEMRHEDOTE 720y RNA (2 X DHRTE - 3¢
BLE S AT DORFTIEIZ AV 7T LA
ZREH L72 W R D IR AR AIREZR 72 1T,
B TRIERORAE XAV TT VA %
AWrEr#EEBErFrRAEOEELLL L O
ChIP-on-chip, two-component system ./
v 7T N LIEROREH O TEYERTO
A ATV, JRYLIRIE COBG TR BUT ML E
72 IR DRE % i A7z

J75 R B 3 2l B R 0D 3 A - 28 B il 4 o
AT NOFEBE, R O 9 AR AR ~
DOEBERARO LD, xR EED T ) L
WNRH LN E R EROABIC XY ks
LINHREL 7o T2 BIETIE, b okt s
JAERrLE E L TRESI LTV S ER
TS D VTR B & T 95 2 &R
AHEL o TWWA. UL, ®BRELTWS
L EKE B (genus Streptococcus) Tl
JRJEER T O H T ) GC & mMER 7
DI, KIBESCHERE O ) LRI HES
DA & TR ERER - - BRBC B 2 385 71
WMORFENRS TR, TNy ) LfiE
HroAai OE | 55 5TV DGR 1 %
HFOMZFEAT N ED 5TV D, 207, K
ME<TIx, A4V 7 T7vA 2N, 7/
A RlZa— REN 25861 OFRBLHEKZ )
ET D &R, BEED cDNA 7 LA & Hn
T AT s B YDRE TR O BB T 1 7
7 A V&I, JRREDORBIZE Db 25K+
FEAMEE 5 & WV RICRHEaRHH. Z O
ZECELNARRIE, LoV ERE RO EAE
RKEHLNET DT TR, AIZEER DR
iE, FHRBLETORA, IIEA T =X LOfF
HIiZ el b e EZBND.
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o7 LAk, F— 77 V=T kB
DS 2 % YRtk 4 R & C 1R S & i
WD A BEL T ERE OIEBURT 21T > 7.
HeLa M@z Lz ABEL Y ERE IR W
T, YL, 2 TCORMTINE L TEWREL
o LT BE 0T 128 {#, WHEE FRz ko
Kyse510 I &Y S E 7284 Tlx 72 fH <
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HIEIE < RNA f5& % XV ERH BT
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A= 77 U—REMBENTO A BEL Y
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FRlZ G L= G A ICEm W RBlZ R L TR,
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EFICEboTWB EE LN, T2, K
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FoL BB L STV iZEiE 7134 ORF @
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REE D A BEL >V ERE OBR T HBL N Z —
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BRI ENELL TV, £, A—h7
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T 57 ) LORBB 2 BHRECDFRD B
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oL ERE 7 7 — UM I AT L
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B FR 72 7 DO R L Y EREE
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KoTT7 7 =Dtk T 0 E L LT
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{To72& 24,50 LLE®D # @ non-coding RNA
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