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vt A 2ol g9 WAHT gt 4ELS ERdEn Us
ZAE At FAA Ade FRolgte SHAAAM WS FLAHY HZ FHA
49 AAFHY e FAs} 22 dsHe §74 ATz d3 v &
F AEALY] vdde F3stn ey Zik v dF 2T &
AAde A&HAHY o] EANEY. WA FHIBEST I RIS
A, 53 dA BF AVIF R HEFES TR ¥ AAHY FH #* A
9 B4 g 2A Ago] = 27HY 53] A9 A B¢ AEA A
AE FA/REEEse AT A ol5°] Hista e #& FXAH(A)
&g TE, Y8A o5 F8E bl ste 7Nt 7l FEEojor
o ol & d3e fEuet af @4olF 34 bankingd] 4@ R MY
ZIGE EEN7FA AFANEFEH FAA LAE Y LI ol TE
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1) ¢cDNA library 73 % %7}
- Az o, A%, a8, 3L 25
- ¢cDNA library A|2}: oligo d(T) priming
- cDNA library banking: amplified & excised stock
- cDNA library ¥ 7}: insert size, diversity @ sacle

2) 47199 4 2 4EF 53
- Random clone selection ¥ 5 single pass sequencing
- Sequence trimming & editing
- GenBank search (homology analysis and organism analysis)
- Functional clustering and contig analysis
- Database construction
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Az % 1

Contig?] size distribution& FA}s}il o] ZF-E abundantly expressed
22 9 singletonE9] ZAY 2 A #d S EHIAT =HE=
singleton®] % 49.6 (muscle)ollA] 953 (brain)o2 T3 Ueldo g H
brain, intestine % kidneyollA Hli# ¥ diversityE K<l ¥FH liverst
muscled| M E EA §FAEY FE AE WE7l A4 JEY normalization
9 ¥aAo] #AHAYT AA Gl &9 EHAAE T FFAH &
2 Al A1AES 1 no-match @ @& AEAL Hol= (e- values > 10'10)01
36.6%2 ARG e-values < 10'%0] ¢l F8E A 19.6%E AX|de
Aoz Jelyth =3 zF EST & B4 Z3d] 23] best-matched fHAE
9] organismEA& F3Y3 A EFX FAAEY 513%< fish orthologues
9} 7}4 2 homologyE RYx = ¢ human (35%) % 7|&t E#F
(41%)8}= best-matched 4FA<S uUellQcth BALST AME& F3 o
best matched #3A} (BALSTx)oll thalA] functional clusterings 433t h
Clustering& 913 category= 4719 tiEF (I) Information Storage and
Processing, (II) Cellular Processes, (I Metabolism % (IV) Poorly
Characterized2 TFA3dte] th&3 o] 3¢ EF &3e FAAEES HE
£ categoryol] ¥o] library®d ¥4 ¥A35th 1 A7} ¥ (brain) Z2HLZ
By dZd ESTE 1 (28%), 11 (33%), I (17%) % IV (22%)2 YEt no
match or poorly matched sequenceE& AT w category IIoA &&=
transcriptS o] 7}4 ®o] &3 AL ¢ F AUk WA intestine R
kidney library 9A] AR 43S YEPR AW 1T (cellular process) 2 M
grolu e} Il (metabolism)ol % E& WE9 FAHA H@o] o]Fo] A
o] FHHAUG. Y liver e ZFS HAw o]de transcriptE ]
metabolismo]] 3 F3le I 3EoA 7% & Nz {FAx7F Hdsta
of & zAo] e E WAS BAST Je AL F Ushlz ek
3 2% (muscle) 2 A 28 F AL L °]FE cytoskeletons 2|
d@ A FFE 93 creatine kinase o] FoJFHoE A HEIHL
ZA M LI 2] I ¢ IVe] Hlsl frozez g2 ¢d HEE BYe=
W 2 z7e) 542 2 wrgstn ot

=

32,
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