MWHY ) LB Y = 7 + OWFFERE

H %
1. REEFIERT ) SV 7 DNA T4 79 ) —Offfl - « - o 2
2. PR BE T (ETERI) DMLY -+« o oo e e 4

3. Yyvrna=—2774<—PCR(SUP-PCR)EIC X %

BERE A Tk DNA ORI « + « =+ 0 o v 0 o v v e e e e e e e o 6
4. MR ZIGOAR 3 ROTREDBIZE =+« v o v v e e e e e 8

5. ili# 7z Whole Cells FISH {EDBHFE « « « « 0 0 0 0 oo e e e e e e e 9

6. HREEAZEMIE (SMA) R (R O HEE -+« - o 0 0 0 0 e e e 10
7. MO & ZH 5 —FHIRE O L MIIn B ORI — - - 0 e e - 12
8. ) LIEHIDEEIRESIF + « ¢ o v e e e e e e e e e e e e e 14
9. b b 4 FROAIEWICR RN BRI D oyl & T - e e e - 15
10, BUMEZERDHESE + « + « + 0 v 0 e e e e e e e e e e e 16



1. BEHEBRRENT Iy 27 DNA A 75 ) —offfld
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1) Hadano, S., Watanabe, M., Yokoi, H., Kogi, M., Kondo, I., Tsuchiya, H., Kanazawa, I.,
Wakasa, K. and Tkeda, J.-E. (1991 ) Laser microdissection and single unique primer PCR
allow generation of regional chromosme DNA clones from a single human chromosome.
Genomics 11, 364-373.

2) BEHRE. MHEE(1991) b P REMAREFY DNA 74 77 ) — O LB R Ht A
s E 17,496-500.

3) Hadano. S., Ishida, Y., Bates, G. P., Nagayama, T., Kanazawa, 1., Lehrach, H. and Ikeda,].-
E. (1993) Generation of high-density DNA markers from yeast artificial chromosome DNA
by single unique primer poly-merase chain reaction. Genet.Anal. Techn.Appl.1O,105-108.
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(1) 11,174-179.

5) Yokoi, H., Hadano, S., Kogi, M., Kang, X., Wakasa, K. and Ikeda, J.-E. (1994) Isolation of
expressed sequences encoded by the human Xq terminal portion using microclone probes
generated by laser microdissection. Genomics 20, 404-411.
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1) Yokoi, H., Hadano, S., Kogi, M., Kang, X., Wakasa, K. and Ikeda, J.-E. (1994) Isolation of
expressed sequences encoded by the human Xq terminal portion using microclone probes
generated by laser microdissection. Genomics 20, 404-411.

2) Ishida,Y.,Hadano,S.,Nagayama,T., Tomiyasu,H.,Wakasa,K.and Tkeda,].-E.(1994) Isolation
and characterization of 21 novel expressed DNA sequences from the distal region of the
human chromosome 4p. Genomics 22, 302-312.

3) Hadano, S., Ishida, Y., Tomiyasu, H., Muramatsu, W., Wakasa. K., Bates, G. P., and
Ikeda.].-E. (1994) Generation of a high density transcription map of the 1 Mbp region in

human chromosome 4pl6.3 contaning Huntington's disease gene. Abstracts of paper
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presented at the 1994 meetiong on GENOME MAPPING & SEQUENCING, P84,Cold
Spring Habor / New Yoek.

4) Hadano, S., Ishida, Y., Tomiyasu. H., Muramatsu, W., Wakasa, K., Bates, G. P., and
Tkeda,].-E.(1994) Highresolution mapping and sequence analysis of 597 ¢cDNA clones
transcribed from the 1 Mb region in human chromo-some 4pl6.3 containing Huntington
disease gene.Am.J.Hum.Genet.55(3)suppl.A371(2176),44th Annual Meeting of the

American Society of Human Genetics, Montreal / Quebec.
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1) Hadano, S., Watanabe, M., Yokoi, H., Kogi, M., Kondo, I., Tsuchiya, H., Kanazawa, I.,
Wakasa, K. and Tkeda, J.-E. (1991) Laser microdissection and single unique primer PCR
allow generation of regional chromosome DNA clones from a single human chromosome.
Genomics 11, 364-373.

2) Hadano, S., Ishida, Y., Bates, G. P., Nagayama, T., Kanazawa, 1., Lehrach, H. and Ikeda,
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3) Hadano. S., Ishida, Y., Tomiyasu. H., Muramatsu, W., Wakasa, K., Bates, G. P., and Ikeda.
J.-E. (1994) Generation of a high density transcription map of the 1 Mbp region in human
chromosome 4pl6.3 containing Huntington's disease gene. Abstracts of paper presented at
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1) M. McLean, N. Roy, K. Tamai, G. Shutler, Z. Yaraghi, M. Salih, C. Lefebvre, A. Besner, H.
Aubry, L. Surh, P. de Jong, R. Korneluk, J.-E. Ikeda and A. MacKenzie: Isolation of cDNA
clones from within the Spinal Muscular Atrophy (SMA) disease gene region. The American
Journal of Human Genetics, Vol. 55, No. 3, Suppl. A373 (1994)

2) M. D. McLean, N. Roy, A. E. MacKenzie, M. Salih, A. H. M.
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Neuronal Apoptosis Inhibitory Protein Is Partially Deleted in Individuals with Spinal
Muscular Atrophy. Gell, Vol. 80, p.167-178(1995)
4) M. S. Mahadevan, R. G. Korneluk, N. Roy, A. MacKenzie and J.-E. Tkeda: SMA genes:
deleted and duplicated. Nature Genetics Vol. 9, No.2, correspondence (19955) In press
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1) C.Lefevre and ].-E,Ikeda: The poition end-set tree : A small automation for word
recognition in biological sequences. CABIOS,VOI1.9,No.3,p.343-348 (1993)

2) C.Lefvre and J.-E.Ikeda: Patteen recognition in DNA sequences and its application to
consensus foot-printing. CABIOS,VO1.9,No.3,p.349-354 (1993)

3) C.Lefevre and J.-E.Tkeda: A small automation for word recognition in DNA sequences and
its application to consensus analysis of regulatory elements in DNA regions controlling
gene expression. Proceedings First Intenational Conference on Intelligent Systems for
Molecular Biology,p.243-250(1993)

4) C.Lefevre and J.-E.Ikeda: A fast word search algorithm for the representation of sequence

similarity in genomic DNA. Nucleic Acids Research,Vol.22,No.3,p.404-411(1994)
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1) E.R.-Separovic,H.-S.Wang,L.Janes,R.G.Korneluk,K.Wakasa and J.-E.Ikeda: Identification

of the origin of chromosomal aberrations by laser microdissection : double minutes
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observed in two cases derive from different chromosome. Hum.Mol.Gen.In press

2) E.R.-Separovic,H.-S.Wang,L.Janes,R.G.Korneluk and J.-E.Ikeda: Identification of the
origin of chromosomal aberrations by laser microdissection : double minutes observed in
two cases derive from different chromosome. The American Journal of Human
Genetics,Vol.55,N0.3,Suppl.A115 (1994)

(Wff95# %) Evica Rajcan-Separovic
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