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Table 1 Array arrangement lists of the novel gene fragments

I 2 3 4 5
A 802 827 916 945 9172
B 803 829 921 946 9176
C 805 832 925 951 9193
D 806 877 927 960 9201
E 809 901 930 - 9202
F 810 902 933 983 9209
G 815 903 934 9105 9218
H 820 915 937 9170 9233
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6 7 8 9 10 11
9239 939 968 9116 + 1 9197
9528 944 970 9129 + 2 9205
816 947 975 9136 + 3 9206
824 948 9104 9138 + 4 9208
825 952 9107 9144 + 5 9212
908 953 9109 9145 + 6 9221
910 963 9110 9161 + 7 9230
912 967 9114 9190 + 8 975

Mark: 8 represents clone number 981112, and 9 represents clone number 990318, “ -~

represents negative control of pGEM-3Zf.

+ 1 to + 8 represents positive control. + 1: HPRT: + 2: human B-Actin: + 3: human 23 kD, highly basic protein; + 4: human

G3PDH; + 5: human ribosomal protein 59; + 6: G3PDH: + 7: human o tubulin; + 8: human MHC class 1.
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Fig. 1  Expression pattern of 79 novel genes fragments in 4 kinds of human fetal tissues

8 house keeping genes were arrayed as inner control. gene expression patterns in: (a) 20-week fetal brain:

(b) 26-week fetal brain; (¢) 20-week fetal heart; (d) 26-week fetal heart.
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Table 2 Differentially expressed genes and their homologic proteins were listed

Clone Expression level Accession No. Hatlo BLAST identity!”
value )

981112020  brain 20w({+ + + )26w(+ ) AW461299 2.5 Ubiqutino: - eytochrome C
981112024  brain20w(+ + + )26w(- ) 2.6 Chromosome 16
990318144  brain20w(+ )26w(+ + + ) AW455779 0.4 Oryctolagus cuniculus kidney bumetanide
981112077  brain20w( - )26w(+ + + ) AW461302 0.3 Chromosome 5q
981112015 brain20w(+ + + )26w(- ) AW461298 2.7 Chromosome X
981112020  heart20w(+ + + ) 26w(- ) AW461299 2.6  Ubiqutinok eytochromal C
981112032 heart20w(+ + ) 26w(- ) AW461301 2.4 Zea mays leucine rich repeat transmembrane protein kinase2( Itk2)
990318003  heart20w(+ + + ) 26w(-) AW461305 2.5 Chimpanzee fetal A- gammar globin gene

Marks: (= ) expressed at very low level; (+ ) expressed at low level; (+ + ) expressed medium lever; (+ + + ) expressed high level.

1 2

(a)

W QLT W i

1) P - (e)
98111232 .’ 98111220
. GAPDH ‘ i GAPDH “(;AH}H

1 2

Fig.2  Northern analysis of differetial expression

(a) Fetal heart; (b} Fetal brain;  (¢) Fetal brain. 1:

20-week; 2: 26rweek. Northern analysis of 981112032, 981112020 and

990318144 ¢DNA clones were expressed differentially in human fetal heart and brain respectively , according with the expression characteristics

showed by gene chip hybridization. The proteins encoded by the 3 genes probably are involved in human fetal tissue development.
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The 79 Novel Genes Expression Pattern in Human Fetal Tissues
was Monitored by Using cDNA Microarray

MA ShuHua", WANG Durr Cheng”, ZOU Zong Liang", SHEN BerFen”?, WANG Sheng Qi" ™
(“Hw}'fﬂg Institute of Radiation Medicine, Beijing 100850, China;

3 Beijing Institute of Basic Medical Seiences, Beijing 100850, China)

Abstract 79 EST fragments which represents corresponding novel genes were obtained by sequencing and
bioinformatics analysis of human fetal kidney ¢DNA library. Microarray was prepared by using these novel EST
fragments by automatic spotting. Expression patters of 79 ESTs of novel genes from human fetal kidney were
analyzed in fetal brain and fetal heart tissues of 20- week-age and 26-week-age fetus by performing of ¢cDNA chip
hybridization. This provides clues for studying exact functions of the novel genes. 8 genes were obtained which
were expressed differentially in the fetal brain and heart of 20-week- and 26-week-age respectively. Then
differentially expressed genes were identified by Northern analysis. The more exact function of the novel genes

are under study.
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