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WFFER R OMESE  (33C) : It was known that important factors involved in odontogenesis in mouse
dental papillae disappear between the pre— and post—natal stages of development. We examined
unknown genes had down-regulated expression after birth by genome microarray analysis. The
number of up—regulated genes showing an over 2—fold change decreased with time. On the other hand,
the number of down-regulated genes was highest between pre— and post—natal (3,130 genes). Those
were included 1,038 unknown genes, and it was recognized 16 genes, had significant reduction (fold
value >10). These result suggest those down-regulated unknown genes were important factors in
normal odontogenesis in dental papillae.
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Probe Set ID PRIMER PRglgléCT

(F) ggactagtgcttgccaaagg
1430368 _s_at 442
(R) tctgagccctcactctegat

(F) agatcagagacgcctgcact
1446139_at 450
(R) agaaccagcaaagacgagga

(F)  atcatggtatgctggggaag
1430222 _at 401
(R) atctccagcccaaaacaaag

(F) catgatttctggattcagtect

1457044 _at 462
(R) tttgaggtgtatctttccttce
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Down-regulated  Up-regulated

E16~E18 2,269(862) 1,679(910)
E18~P03 3,130(1,038) 681(424)
P03~P10 1,337(492) 860(408)
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2. IR AEWIHEIT Fold > 10 ORAFIAE(S T

Probe Set ID Gene Title Fold
1455498 at - 40.01
1455257 at - 38.94
1445379 _at - 325
1459956 _at - 26.49
1439711 _at - 23.46

1435628 x_at - 20.18
1441539 at - 16.62
1434952 _at - 16.48
1459646 _at - 16.2
1443811 _at - 15.64

1459849 x_at 5730538E15Rik 14.95
1460163 _at - 14.05
1446332_at - 12.3
1444874 at - 12.17
1442571 at - 11.83
1447040 _at - 11.63
1458505 _at - 10.64
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Probe Set ID Gene Title Fold
1430368_s_at 1700019D03Rik 33.22
1446139_at - 26.71
1430222 _at 9130007G19Rik 22.26
1457044 _at 4732474015Rik 18.23
1437469 _at A030007D23Rik 16.1
1441834 x_at - 16.05
1457202_at - 15.97
1449589 x_at 2610020008Rik 14.76
1445642 _at 4930540123Rik 13.36
1431310_s_at 4930595022Rik 12.96
1457981 x_at 2810418NO1Rik 12.52
1446764 _at - 11.74
1443507 _at - 11.69
1436620_at F630025I20Rik 10.59
1440158 _x_at - 10.48
1452679 _at 2410129E14Rik 10.19
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1452679 _at
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