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A highly reliable alveolar bone regeneration using controlled release of FGF-2;
tissue engineering with biologic proof
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It is reported that FGF-2 which is an anti-ulcer drug causes a bone regeneration.
We searched optimal condition of the murine alveolar bone regeneration in mouse by FGF -2. The controlled
released 20 microgram FGF-2 using gelatin hydrogel occurred good bone regeneration. From histologic
analysis, periosteum-related cortical bone addition was confirmed. Also, FGF-2 proliferated the
osteoblasts which expressed the FGF receptor included in the periosteum and promoted a bone matrix
production, and the additive bone regeneration to, as a result, existing bones was thought. Because a
series of bone regeneration phenomena ended in four weeks, the possibility that the additive reproduction
effect with repeated doses was obtained was suggested. Further analysis is expected.
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In situ hybridization
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st s Pinar e Forward primer (5'-3" ) GenBank accession Product Exon
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Glyceraldehyde—3- COTGGAGAAACCTGCCAAGTATG 784-806

phosphate dehdrogerase 1 AGAGTGGGAGTTGOTGTTGAMGTC MOPOH g6 ges 199 "
TGACCGATGGATTCGGGTTC 40554074

Procollagen, type |, alpha 1 ProColtat TCTTGAGGTTGOCAGTCTGETG NM_007742 4222-4201 168 +

; CAAGTCOATGTTTGGTCTGACTC 13581380
i 743N 1 +

i GACATTTTCCCGTTOACCGTE M0 4435 145 110
CAGTTTGACTCCAATCGTCCOTAS 508-632

Secreted prospropmoteint OP pelBiletsmbalaalla Ve s i dis gl +

Bone gamma COATCTTTCTGCTCACTCTGETG 2648

carboxyglutamate protein i oTToAMGooATAGTEOTOTGATAGS M7 g0 e 299 e

Runt related transcription ATGATGACACTGCCACCTCTGAC 12471269

factor2 RUME A ACTGOOTGGEGTOTGAMAAGS  MOMB2 4505 150 108 *
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AGAAGAGOCACCAACCAAATACC T11-733

Fibmpkst gowthfactel  pocps AGATAGTCCCCAATAAGCACTGTC  NM.010207 1 +

receptor? c B881-857
ATCAAGGGAGTGTGTGCCAACC 217-238

Fibroblast growth factor2 FGF2 COAACTGGAGTATTTOOGTGACG NI 008006 366-344 150 +
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B45 in situ hybridization (FGFR, Runx2)
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