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SUMMARY

Apicomplexan protozoa are obligatory parasites that cause various diseases including malaria. Recent studies revealed
that they belong to the superkingdom Alveolata which also contains Ciliata and Dinoflagellata. Using oligo-capping
methods, we have produced full-length cDNA libraries from various apicomplexa, including Plasmodium falciparum, P.
vivax, P. yoelii, P. berghei, Toxoplasma gondii and Cryptosporidium parvum. Large scale determination of 5'-end one-
pass sequences and comparisons with the genome sequences revealed that 80-90% contain the entire ORF (open reading
frame) and these were considered to represent full length clones. The database, Full-malaria, was produced and published
on the internet (http://fullmal.ims.u-tokyo.ac.jp). Determination of the entire sequences of these clones should elucidate
the exact gene structures and transcriptional start sites. The latter defines the regions that control gene expression up-
stream. Comparative analysis of these libraries will help elucidate the process of evolution of apicomplexan parasites.
Similar studies involving Ciliata and Dinoflagellata are expected to unravel the mechanisms behind the parasitism. The

clones will also be used for various experiments.

[B®] 7Eear 7Ly $Edd, REFAEEDR R
T, 7 VTR YT T X~/ EORFORIA &
RHH, BEY - REFHEHR TR ITHOATE
Too WAMBT ) MFFHOGRLERY, 200 24
OB~ T U 7 JF H (Plasmodium falciparum) o 4%
J 52 BMbIMRFRE R & LT, DEDEILS ) L
DA TS,

£, REDOSTAEMFHONIG - WO REF IR
Wh, RIFEL2, $ERL, WEER LT T
NRA T —ZBMETERT D Z ERHA LN,
o, FAEEOB RN HHIES b2 TWn
Do

Tz %, A ICBIZE Lzoligo-capiE W T I
LOJFRMNLRREDNAT A 77V 2Bk L, FEBL#E
{5 D fRMT 24T - 7=, oligo-capiEix, B LMD
MRNA®D 57 8l ZA7FE T 5 caphfiiz Z FIH L TmRNA
ODEREI/7u—=VT7FT5H07T, BBBETEZR
FERT2HMTHD, TNFETIZ, EHOR

WRENE T4 7T ) 2B LT L7 (R 1) .

[(A# & AE] JRBOFREL, BENFIETITo 7,
bR ER & W TR R (PR, B S BRI
(Pv) , =T ADMEWENIZE G & G X7
bOE4AMmE LTEIL (Py, Pb) , [FARICEGR S &
MERENDBEII (Tg) , SCID~Y 7 AR O X &
JEYLBETE, FEEHICENL (Cp) o SR Y A ik
THHRIL7-0bH, Trizol CRNAZ#H L, oligo-capi
TEREONAT A 7F Y affl Lz, £hEh, 17
BoOFZo X hrsa—rD5° WiV /RAY—7 T
ABWRE LTz, 7/ NEHRELS| & BLAT CLbig, 7/
Lblzwy T Lk, fEReT—4X—2{klL, 7/
LE2—U—%ERLT, 1% —Fy NTARL
7= (Full-malaria, http://fullmal.ims.u-tokyo.ac.jp) .

[#58] 80—9 0%®»” 1 —>TORF (open reading
frame) D EEZ G 7 u—r NG5z, 300



58 JRAEBN) A MRS B 408 1

0—-6000MEBEBBINDIFTHEFELRTDI B 10
00—200 0 EFICONTEEZ n—URNED
Nz,

[(BE] 7/ AfEFERRIcRBW T, BEEETO2E
ZIRHT TE H542RCDNAT A 75 ) ORFRITRE %2 15
bDThD, HBBOMEICHRT 28 2 Dk
2, HEEOBRET, LEWICERET 5 E %L
F, ZERARAETEREZET DL TR %E, &
J B A AR, GCH RO & BRI TR 5
ZEFEbOTHEEN, £/, T TLoY
SRR TR, ERROMEE B (Tetrahymena) <03 #f

2007 4F

ERE GO BANTIE, ol bk, FAELE
{LDERIZEI#RT 2 b D LIRS D,

[X#k]

Watanabe J, Suzuki Y, Sasaki M, Sugano S. Full-malaria
2004: an enlarged database for comparative studies of full-
length cDNAs of malaria parasites, Plasmodium species.
Nucleic Acids Res. 2004 Jan 1;32(Database issue):D334-
8.

Suzuki et al. Construction and characterization of a full
length-enriched and a 5'-end-enriched cDNA library. Gene
1997 200: 149-156.

#1
species VTN 70 B A R GCE = AT =
Plasmodium falciparum BB~ Z VT 2 3Mb 19% FRINT - ZERERER
Plamodium vivax ZRB~T VT 3 0Mb 30% RN - Rl AR
Plasmodium yoelii FRITZ VT 2 3Mb 23% IRINEL - ATl RER
Plasmodium berghei FRIT VT 2 3Mb 2 3% IRINEL - ATl RER
Toxoplasma gondii 7K EHE 6 5Mb 6 5% XA
Cryptosporidium parvum THIE 9Mb 30% AR A




