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1 : snoRNA 27

EM - PL: ATM3E9 A1022223 Arabidopsis thaliana DNA chromos (79 972 m)
CM2328 CCACCAAGATCNCTGA
bOXC R IR
EM - PL: ACTTTGTTCTTTCAGI[TGATCA] A] TTGGTTTACCACCAAGATCT CTGAGGCCTFAGTTTTCT
76 310 76 320 76 330 76 340 76 350 76 360
EM - PL: ACTGTTTATCTACCAACTCATATTTGATACTCATTATTAAATTAGTTCATCCATAAACTC
76 370 76 380 76 390 76 400 76 410 76 420
EM — HUMI: HSL7A X52138 Human L7a gene tor large 1ibosoma (5 506 nt)
CM2328 CCACCAAGATCNGIGA
boxC I I

EM - HUM: GIATCTGAGAGATGH{ TGATGAJCATIITAAACCACCAAGATCGCTGATGACCAACACCC]

3250 3 260 3270 3280 3290 3300
EM - HUM: TCCTAGTGGCCCCAGACATGAACTTGACATGGAATITGAGCCTCACTCGGTGTCAGCCTT

3310 3 320 3 330 3 340 3350 3 360

— OV: GGRPI7A D14522 Chicken gene for ribosomal protein (4 619 nt)
CM2328 CCACCAAGATCNCTGA
boxC I S

EM - OV: CTATCTGAATGGTAC TGCTGAJCATACATAAGCACCAAGATCGCTGATGCACTCTIGCCTC

1 670 1 680 1 690 1 700 L 710 1 720
EM - OV; TTGCATGCTCTTACIGEGTGGATIGGGAACGGTTTIGAGTTAAAGTCIGTATTTGTAGGA

1 730 1740 1 750 1 760 1770 1780

2 EMBL snoRNA 28— Cm2328 (boxC )

Fig 2 Identification of novel snoRNA gene 28— Cm2328 from EM BL DNA data base

18S rRNA 28 sntoRNA ( 74).
CHRI3 chromosome X [l sequence (74 980 nt) { gene/sequence resources ]
185 AM28 ACAACCATAT (,NCTCA
bO)\(o‘ P

CHRI13 fGL AGA|AGATGA [AACAAATTACTCAAATAG ACAAGC ATATGTCTGAT CTTCATGATTGAA

298 140 298 150 298 160 298 170 298 180 298 190

boxD

CHRI3  AAGAGCAATTAGTG TGCAATTTAAACTAGAAAATTTATCTGAGAGAGATGAGAGA

298 200 298 210 298 220 298 230 298 240 298 250

3 snoRNA 18— Am28 (boxC/ D )

Fig 3 Identification of novel snoRNA gene 18— Am28 from the complets S. cerevisiaegenome library
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A New Method for Identifying Antisense snoRNA
Genes in DNA Databanks

QU Lianghu , ZHOU Hui

Abstract: We have developed a new computer screening method for identifying antisense snoRNA
genes in DNA databanks. Based on the relationship between the structure and function of antisense
snoRNA, a snoRNA function sequence model, with a minimal length of 16 nucleotide (N11 ~21+ X+
CUGA ) was established. Most of antisense snoRNA gene function sequences, due to the 2"-O-ribose
methylation sites detemined in human, X. laevis and yeast TRNAs, were derived. The sequences
were then used to screen published DNA databases such as EMBL database and the complete
S. carevisiae gevome library by performing FASTA program through Internet. More than 100 novel
snoRNA gene sequences have been discovered by this new pocess, demonstrating the efficiency and
high performance of the new method which provides us a powerful tool in snoRNA gene discovery and
function study.
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