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WFFE R R OMEEE (3<30) : Echinococcus multilocularis causes a severe disease in humans.
We produced full-length rich ¢cDNA libraries of larval and adult E. multilocularis.
About 9, 500 clones and 12, 100 clones (excluding host DNA) were curried out 5 one—pass
sequencing for the adult and the larva, respectively, and in silico analysis of the
data were curried out. Several candidate molecules were examined in experiments, in
the consequences, potency of tetraspanins and gycoproteins were suggested. RNA
inference is a important method for the biological function analysis. We established
this method in cestode parasite.
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Brehm et al., (2000) reported a spliced leader.
CACCGTTAATCGGTCCTTACCTTGCAGTTTITGTATG  36nt

At least 4 spliced leaders were found in our cDNA library.
A total of 498 clones (315 genes) contain these spliced leaders at 5'end.

SL1-1 (A)CCGTTAA-TCGGTCCTTACCTTGCAGTTTTGTATG

(379 clones 76.1% 269 genes 85.6%) (27 contigs in Em-genome project*)
SL1-2 (A)CCGTTAA-TCGGTCCTTACCTTGCAGTTTCGTATG

(18 clones 3.6% 15 genes 5.3%) (No contigs in Em-genome project)
SL2-1 (A)CCGATAAATCGGTCCTTGCCT-GCACTCTTGTATG

(32 clones 6.4% 29 genes 9.7%) (2 contigs in Em-genome project)
SL2-2 (A)CCGATAAATCGGTCCTTACCT-GCACTTTTGTATG
(3020—26.0% 28genes 9.7%) (2 contigs in Em-genome project)
SL2-3 (A)CCGATAAATCGGTCCTTGCCT-GCACTTTTGTATG
(200—> 04%  2genes 0.7%)
SL (others)

(37 clones 74% 31genes 10.4%)
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Top 20 genes (Fequently found cDNA)
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Mo.of clones
Adult

Gene Total Larva
1 Antigen B EmAgB&r 421 o 41
2 185 Large subunit ribosomal RNA Mitochondoria 254 a7 7
3 MAGGSCCEGGCCDPADCHKCCDGCKTKKGCSC.. 228 o 36
4 Heat Shock protein 70 kDa 1 179 175 4
5 F i 143 32 m
8 MGFGGWPCSYPWHWAPWT ZGEKSA. . 124 123 1
7 MGSGCWOQL VF to 18 118 o
8 Alpha-glucosidase 1 a3 -] 4
9 MGTLQIFIVLLLTAHTFAYNYHYYAEEDDSTTSKT.. o3 o o3
10 Ag5 precursor (strypsin-2) ar 1] T
11 Antigen B EmAgB&/2 85 0 85
12 Solute Carrier Family 1 protein 81 a1 o
{Glutamate/neutral amino acid transporter) 2
13 Antigen B EmAgB8/3-2 el 1 78
14 3-phosphate deh g TE 14 a2
15 Citrate synthase precurso T4 1 [:=]
18 MGSGCWQQCEKPWGWWPYVPQY 72 72 o
17 Antigen B EmAgB&/3-1 T0 32 as
18 l FNTFPY IMYLL.. 70 70 0
18 MSIAGYPRSGAFORLLFSLEVYVLVIRRLGPSEF. 88 0 88
20 Tubulin alpha-2 (3) 87 45 -
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Frequently found cDNA of Solute Carriier Family
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Solute Carrier Family | Glutamate. /newtwal smino acid transporter [Tasnia asiatical 2 L] k2
Solute Garrler Family | Dlutamate/nevial aming acid transporter 2 [Taenls asiatical al ] al
Salute Carrier Family | Glutamata.newtral sming acid sransporter 3 [Tannia asiatical 4 1 §
Solute Carrier Family | Sedium-dependent gtamate./aepartste transporter 3 8 1 ]
Soluty Carrier Family 2 Glusssn transpart rotein 8 ] 8
Solute Carrier Family 2 Glucoss transparter TGTPZ [Taeris solium] L} o [
Salite Garrier Family & Sedium-dopendent muttivitamin transportar 3 2 5
Solute Carrier Family § Sedium/gucass cotransporter [Craszostrea gigas] £ ] E2)
7 ] 1

21 o 2

mily 7 Amino acid permusse [Teenia asistica) 2 n 3 kD)

Solute Carrier Family T Aming acid permasse [Taenia asistical 3 2 ] 2
Solute Cerrier Family 7 Amine scid permease [Taenia asistica) 4 15 0 15
Solute Garrier Family 13 Sodium-dependent dicarbexylate transpartor 2 [Nencpus lacvisl 6 gl 10
Solute Cerrier Family 20 1-B Sodurm-dependent phosphate transporter 1-B 12 2 14
Solute Carrier Family 25 Mitochonderial carrier, phosphate carrier [Mus musculus] 1 ] 1
Selute Corrier family 37 Glyoersi-3-phoaphate traneperter [Danio rerie] 2 § 7

Total of 63 cDNA of Solute Carriers were found.
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