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[ Abstract ] Objective BALB/c mutant curly mice and normal BALB/c mice were genetically detected by
microsatellite DNA marker analysis to detect the differential microsatellite loci between BALB/¢ mutant curly mice and
normal mice. Methods 38 microsatellite DNA loci were selected and their variation in the BALB/c¢ mutant curly mice,
BALB/c¢ mutant hairless mice and normal BALB/c mice were detected by multiplex fluorescence PCR and STR scanning
genotyping. Results There were 27 the same microsatellite loci between the 38 microsatellite loci in BALB/¢ mutant curly
mice and normal mice, and there were 11 differential loci, with a mutation rate of 28.9% (11/38). There were 30 the
same sites between BABL/¢ mutant hairless mice and normal mice, and there were 8 different loci, with a mutation rate of
21.1% (8/38). There were also 12 differential loci between BABL/c mutant curly mice and hairless mice. Conclusions

BALB/¢ mutant curly mice have a higher mutation rate and are significantly higher than those of hairless mice,
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demonstrating that the mutations in curly mice and hairless mice are two completely different mutations. These results

provide reliable theoretical data for the future study and development of BALB/c mutant curly mice.
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Note. A; BALB/c mouse( & ). B: Mutant hairless mouse ( & ). C-D; Mutant curly mice ( & ). E-F: Mutant curly mice

( ?). The peaks are all the same in A-F. Y-axis is the peak height, X-axis is the scan time.
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Fig.1 The waveforms of loci D2Mit30 in STR scanning
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Note. A: BALB/c mouse ( & ). B: Mutant hairless mouse ( & ). C-D: Mutant curly mice ( & ). E-F: Mutant curly mice ( @ ). The peaks

in A-B are different from that in C-F. Y-axis is the peak height. X-axis is the scan time.

Fig.2 The waveforms of loci D6Mitl5 in STR scanning
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Tab.1 Results of 38 microsatellites in genotyping of the 3 strains of inbred mice

o) s EWRS BERS HBEWMS HBERS BEM? HBER? BHBEMS %%ﬁ? EH R ?
No. Loci Normal Curly Curly Curly Curly Curly Curly Hairless Normal
mouse 6 mouse 6 mouse 6 mouse 6 mouse 9 mouse Q mouse 9 mouse 9 mouse Q
1 D2Mitl5 140 140 140 140 140 140 140 140 140
2 D2Mit30 130 130 130 130 130 130 130 130 130
3 D3Mit51 256 256 256 256 256 256 256 256 256
4 D4Mit235 93 93 93 93 93 93 93 93 93
5 D6Mit8 187 187 187 187 187 187 187 187 187
6 D6Mit102 132 132 132 132 132 132 132 132 132
7 D7Mitl2 198,200 198,200 198,200 198,200 198,200 198,200 198,200 198,200 198,200
8 D7Mit281 137 137 137 137 137 137 137 137 137
9 D8Mit33 222 222 222 222 222 222 222 222 222
10 D8Mitl13 159 159 159 159 159 159 159 159 159
11 D9Mit23 205 205 205 205 205 205 205 205 205
12 D10Mitl2 238 238 238 238 238 238 238 238 238
13 D11Mit4 246 246 246 246 246 246 246 246 246
14 D12Mit7 119/121 119/121 119/121 119/121 119/121 119/121 119/121 119/121 119/121
15 D14Mit102 133 133 133 133 133 133 133 133 133
16 D14Mit3 228 228 228 228 228 228 228 228 228
17 D15Mit5 96 96 96 96 96 96 96 96 96
18 D16Mit145 115/129 115/129 115/129 115/129 115/129 115/129 115/129 115/129 115/129
19 D16Mit9 124 124 124 124 124 124 124 124 124
20 D17Mit36 111 111 111 111 111 111 111 111 111
21 D17Nds3 123 123 123 123 123 123 123 123 123
22 D18Mit9 155 155 155 155 155 155 155 155 155
23 D19Mit3 198 198 198 198 198 198 198 198 198
24 DXMitl6 93 93 93 93 93 93 93 93 93
25 D9Mi21 192 192 192 192 192 192 192 214 192
26 DI12Ndsl1 178 178 178 178 178 178 178 176 178
27 DISMitls 156 156 156 156 156 156 156 146 156
28 DIMi36s 106 94 94 94 94 94 94 94 106
29 DIIMitl28 125 127 127 127 127 127 127 127 125
30 D3Mi9 203 145 145 145 145 145 145 147 203
31 D6Mitl5 194 152 152 152 152 152 152 194 194
32 D8Mit14 163 139 139 139 139 139 139 163 163
33 D10Mit180 148 128 128 128 128 128 128 148 148
34 D12Mit147 189 149 149 149 149 149 149 189 189
35 D13Mit3 189 165 165 165 165 165 165 189 189
36 DISMitl9 154 152 152 152 152 152 152 158 154
37 D18Mit94 140 124 124 124 124 124 124 140 140
38 D5Mit48 194 202 202 202 202 202 202 226 194
F2 38 MMTRALRAE =AY/ ERURRE 58 %
Tab.2 The mutation rate of 38 microsatellite loci in the three mouse populations
REA BALB/c /)Ml PR SN E HE/MR

Inbred strains

BALB/¢ mouse

Hairless mouse

Curly mouse

BALB/c /MR
BALB/¢ mouse

TR

Hairless mouse

Eo YN

Curly mouse

21. 1% (8/38)

28.9% (11/38)

21.1% (8/38)

31.6% (12/38)

28.9% (11/38)

31.6% (12/38)
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