
GGG
TCT
CCC
CCC
AGA
ACA
TCT
CTC
AGA
969
AGA

AAGGGAAG
CCCCTCCC
TTCCCTTC
TTCCCTTC
GGAGAGGG
CCACACCC
CCTCTCCC
TTCTCTTT
GGGGAGGG
66969666
GGAGAGGG

A GAGrs252109
C TCCrs3761762
T CTCrs252108
T CTCrs164077
G AGGrs164076
C ACCrs164075
C TCCrs164074
T CTTrs164073
G AGGrs2434322
6 966 (CAG)rs34074000
G AGGrs153148

Variant

A CAA
C GCC

AACCCAAA
CCCGCCC

CCC
GCG

C

141319072
141319011
141318955
141317409
141317310
141316448
141315468
141315425
141315105
141305140
141304807

Position (bp)
I.1 I.2

II.1 II.3 II.4 II.5

III.3 III.4

rs13163489
141973923
141684554

Novel

G
C
C
C
A
A
T
C
G
9
A

C
C

G AAArs17209237142637405

A--A-- GG

-- - -

Ce
nt

ro
m

er
e

G AAArs4986593142674039

---AGA -G

GG A A

A)

rs11958187
rs12110022
rs6879694

Variant

146415356
146130610
146057719

Position (bp)

CCC
TCT
AGA

CTTCCTCT
TCCCTCTC
AGGGAGAG

C TTT
T CCC
A GGG

I.1 I.2

II.1 II.3 II.4 II.5

III.3 III.4

T
C
G

II.9

TT
TC
AG

B)

Figure 3

Te
lo

m
er

e 

2 131D5S2011141222215

3 112D5S402144040965

23361311

123132 33

161 3

33 3 2

D5S436145204159 4 231

D5S2490146984436 1 211

43164341 41

11311111 21

464 1

111 3
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