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Abstractll We have examined about the relationship between cleft lip with or without cleft palate and three
genetic loci of F13A1 (6p25. 30 p24. 3), D16S539 (16g24) and BCL3 (19913. 2). At first, we extracted genome
DNA from the 77 patients and their parents that were obtained written and oral informed consent. Secondly,
we amplified each DNA using the microsatellite marker of genetic loci. Then we detected alleles by 8 %
polyacrylamide gel electrophoresis. Finally, we performed a transmission disequilibrium test (TDT) and an
association test. The results of the TDT were P=0.995 (x ’=0.067) at F13A1, 0.167 (x °=9.124) at D16S539 and 0.679
(x =1512) at BCL3. The empirical P values of three genetic loci were 0.379, 0.798 and 0.828, respectively. We
could not find a statistical significance either in each locus or any specific allele, so transmission disequilibrium
was not approved. However, the P value in D16S539 was comparatively low, and we got comparatively
high empirical P values in D16S539 and BCL3. The results of the association test were P=0.062 (x °=7.33) at
F13A1, 0.088 (x ?=10.99) at D16S539 and 0.061 (x °=7.36) at BCL3. The P values were approximate to statistical
significance although we could not find a significant difference between patients and control subjects. These lines
of evidence do not suggest a significant result, but are not the results that denied actively F13A1, D16S539 and
BCL3 as candidate genes. We need to accumulate the case and analysis further more in the future.

O00000000000CL/PODO OO O F13A10 6p25.3-p24.3[1] D16S5390 16024[1] BCL3O 19q1320 0 30 O
oooooooo0000000000o0o0oooooooooooooooooooooCcwWP 7700000000
o0 231000000 DNAOODOOOOOOODOOOOOODOOOOOOOOOOOO PCROOOOBOOOO
0000000000000 0000000000TDTOOOOFI3A10000 P=09950x °=0.067(1] D16S539
0000 P=01670x *=9124[0BCL30 OO0 P=06790x *=15120 000000000000 03790 0.7980 0.828
gobobooooobooooobooboobooobooboboobooooboboboooboobooboobooOooooD
goO0bD1esSs3o0 00D POODOOOODOOODODOD D16SS390 BCL3IU OO ODOOODODODOOOOODOOD
0000000000 OFI3A100 00 P=0.0620x *=7.3301J D16S539 0 0 0 0 P=0.0880 x *=10.99[10 BCL3 0 O
00 P=00610x >=7360 00 0000000000000 000O0DODO0O0DODOO0ODODOOODODOO0DDO
gobooooboboopPOOO0OCOOOOCOOOOOOOOOOOOO0OOOOODOOCOO0OOO0OO0O0O0000FI3A10

0110



12 00000003 10012005

Di16eSs39U BCL3IT IO OO0OO0OOOO0O0OOO0O0O0OCOO0O0OOOO0O0OOO0O0O0OOO0O0OOOOOObOO0Dn

ooooo

ogoooo

0O0000O00OCL+ POOOODOOOOOOODOO
0000000O00o0oo0oooo™moooooonoon
000000000000000D000000000
0oooo0**o0000000000ooooono
000000oo0ooo0oo0oo0o000000oooononooo
00 BCL3ODODO0ODOOO00O0O019q132000000
goooooooocL/PO00O0OOOODODODODOD
0000000000000000000000000
0 LODO logarithm of oddsO OO 0O 170000000
0019100000000000000000000
0000o00o0o0ooooooo®oooooooon
gooooooo

000000000000 000000000000
0000000000000 00000000000
0oo*®ooo0o0O00o00000o00o00o0g CcL/p
000000000000000 common disease [
0000000000000 00000000000
00000000000 0000000dtransmission
disequilibrium test TDTO" 000000000000
0000000000000000000000000
00000000000O00ooooooo®™oooo
000000o0oo0oo0oo0000000000000000
000000o000000000000000
0000000000000 0000D0o0oo0ooo
0000000000000 00D000000000
000000020000 Prescott0*00000 9200
0000000000000008000000000
000000000000 20020 MarazitaO*"O000
0036000000000000000 TDTOODOD
00DO00700100000000000000000
0000000000000000000000000
00000000000000000000 F13A10
00 D16S5390 0 000BCL3IOO OO0 30000
0000000000000000000000000
ooooooooo

uggoooad

goooobobo

gooboboboooooouoboobobobobooo
gooO0Ocw/pPO0OO0ODOOOODOOODOOODO
gooboooboobobooobooorog 23100

0000000000000000000000000
0000000000D00000 CL/POOOOOOO
0o0®*0o000000000000oO0ooooono
0000000000D0000000D00000000
00000000000 00000D0DO0O0000nO
00000000000 00000D0DO0O0000nO
00000000000 D00000DODODOO00O0O0nOO
006300000 120000 20000000 72000
00000O0O0O0OD0OD0OO0O000000000000O 2
000400000000 10

0i1gooooooooooon
oooo ooooo 63
ooo 37
ood 20
ooo 6
oooo 12
oood

ooo

ooo

ooo 2
oood 2
oooooo 71
oooooo 6
ood 2
ood 4

oo

gdooooOoooOooooooo
O0O0OC0OOO0OOOOUOOF13AM 6p25.3-p24.3[11] D16S539
016g24[101BCL30 1991320 0 30 000000 OODO
O0OO0ODOOOFISA10 D16S5390 40 000000
tetranucleotide repeat markerDO BCL3 0O 200000
0 0O dinucleotide repeat marker0 00000000
000000000000*"* 000 The Genome
Databased GDBO D OO O OOOOODOOOOOOO
O0000dhttp://www.gdborg/0 00000000
doooooood

0120



