
Individuum Fundnr. Element PCR, Extrakt

DO RG/FK 58.03 (M13) 58.03 Fe li - 12 28 (25) FS

58.03 Fe li - (13) (17) 12 - (25) 11 11 13 15 10 11 YT 15a, Ex 5

58.03 Fe li - - - 12 - (25) 11 11 13 - 10 11 YT 15b, Ex 5

58.03 Fe li 16 (13) - 12 28 - 11 11 13 15 10 11 VSE 33, Ex 4/5

58.03 Fe li - - - 12 - - - - - - - - VSE 33, Ex 5

533.02 Ti re - - - 12 - - - - - - - - VSE 45a, Ex 1

533.02 Ti re - - - - - - 11 - - - - - VSE 45b, Ex 1

533.02 Ti re - - - - - - - - - - - - VSE 45c, Ex 1

65.01 Fe re - 13 17 12 - - 11 11 13 - 10 11 VSE 58, Ex 12

65.01 Fe re - - - - - - - - - - 10 - VSE 58, Ex 13

65.01 Fe re - - - - - - - - - - - - VSE 58, Ex 14

65.01 Fe re 16 13 - 12 - 25 11 11 13 - 10 11 VSE 61, Ex 12

65.01 Fe re - - - - - - - 11 - - 10 11 VSE 61, Ex 13

65.01 Fe re - - - - - - - - - - - (11) VSE 61, Ex 14

Individuum 16 13 17 12 28 25 11 11 13 15 10 11

DO RG 66.02 66.02 Fe li - - - - - - - - - - - - VSE 33, Ex II/3

Individuum - - - - - - - - - - - -

BS 133.01 133.01 Hu li - - - - - - - - - - - 11 VSE 61, Ex 5

133.01 Hu li - - - - - - - - - - - - VSE 61, Ex 6

133.01 Hu li - - - - - - - - - - - - VSE 61, Ex 7

Individuum - - - - - - - - - - - (11)

DO RG/GK/BS 183.01 (M11) 183.01 Fe li (15) - - - - - 11 - (13) (15) 11 (11) FS

183.01 Fe li - - - - - - - 11 13 - - 11 VSE 33, Ex 3

183.01 Fe li - - - 13 - - - 11 13 - - 11 VSE 33, Ex 5/I

204.02 Fe re - - - - - - 11 - - - - 11 VSE 45a, Ex 2

204.02 Fe re - - - - - - - - - - - - VSE 45b, Ex 2

204.02 Fe re - - - - - - - - - - - - VSE 45c, Ex 2

204.02 Fe re - - - - - - - 11 - - 11 11 VSE 46, Ex 1/2

Individuum (15) - - (13) - - 11 11 13 (15) 11 11

DO FK/RG/HS/BS 903.02 58.04 Fe re - - - - - - - - - - - - VSE 33, Ex 7

58.04 Fe re - - - - - - - - - - - - VSE 33, Ex 8

Individuum - - - - - - - - - - - -

DO FK/RG 905.01 (M14) 905.01 Fe li (15) (12) - - FS

905.01 Fe li - - - 12 - - 11 11 13 14 - 11 VSE 33, Ex 4

905.01 Fe li - - - 12 - 25 11 11 13 - (10) 11 VSE 33, Ex 5

905.01 Fe li - - - - - - - - - - - - VSE 45a, Ex 4

905.01 Fe li - - - - - - - - - - - - VSE 45b, Ex 4

905.01 Fe li - - - - - - - - - - - - VSE 45a, Ex 5

905.01 Fe li - - - - - - - - - - - - VSE 45b, Ex 5

905.01 Fe li (15) - - 12 - (25) 11 11 13 - 10 11 VSE 46, Ex 3/4

905.01 Fe li (15) (13) - 12 - - 11 11 13 (14) 10 11 VSE 46, Ex 4

918.01 Calv - - - 12 - - 11 - (13) (14) (10) 11 FS

Individuum 15 (13) - 12 - 25 11 11 13 14 10 11

DO FK/RG/BS 907.01 907.01 Fe li - - - - - - - 11 - - 10 - YT 15a, Ex 3/4

907.01 Fe li 16 - - 12 - - - 11 13 - 10 11 YT 15b, Ex 3/4

907.01 Fe li - - - - - - - - - - - - VSE 45a, Ex 7

907.01 Fe li - - - - - - - - - - - - VSE 45b, Ex 7

907.01 Fe li - - - - - - - - - - - - VSE 45a, Ex 8

907.01 Fe li - - - - - - - - - - - - VSE 45b, Ex 8

907.01 Fe li - - - 12 - - - 11 (13) - 10 11 VSE 46, Ex 7

907.01 Fe li - - - 12 13 - - 11 11 (13) - (10) 11 VSE 46, Ex 8

907.01 Fe li - 13 - 12 - - 11 11 - 10 11 VSE 53, Ex 9

907.01 Fe li - (6) 13 12 - - 11 11 13 - 10 11 VSE 55, Ex 9

907.01 Fe li - 13 17 12 - - 11 11 13 - 10 11 VSE 58, Ex 9

907.01 Fe li - - - - - - - - - - - (11) VSE 61, Ex 7

907.01 Fe li - - - - - - - - - - - - VSE 61, Ex 8

907.01 Fe li 16 17 - 12 - - 11 11 13 - 10 11 VSE 61, Ex 9

Individuum 16 13 17 12 - - 11 11 13 - 10 11

DO HS/GK 1461 1461 Ra li - - - - - - - - - - - - VSE 33, Ex 1

1461 Ra li - - - - - - - - - - - - VSE 33, Ex 2

1461 Ra li - - - - - - - - - - - - VSE 53, Ex 3

1461 Ra li - - - - - - - - - - (10) - VSE 53, Ex 4

1461 Ra li - - - - - - - - - - - - VSE 55, Ex 3

1461 Ra li - - - - - - - 14 - - - - VSE 55, Ex 4

1461 Ra li - - - - - - 9 - - - 11 - VSE 58, Ex 4

1461 Ra li - - - - - - - - - (14) - - VSE 61, Ex 3

1461 Ra li - 15 - - - - - - - - - - VSE 61, Ex 4

Individuum - (15) - - - - (9) (14) - - (11) -

DO HS/BS 1467.01 1467.01 Hu li - - - - - - - - - - - - VSE 33a, Ex 3

1467.01 Hu li - - - - - - - - - - - - VSE 33b, Ex 3

1467.01 Hu li - - - (12) - - - - - - - - VSE 53, Ex 4

1467.01 Hu li - - - - - - - - - - - - VSE 55, Ex 4

Individuum - - - - - - - - - - - -

DO HS/GK/BS 1471 1471 Fe li - - - - - - 10 - - (15) 12 11 VSE 33a, Ex 5

1471 Fe li - 14 - 14 - 23 - - 13 - 12 11 VSE 33b, Ex 5

1471 Fe li (14) (13) (14) - - - - - - - - - VSE 46, Ex 3/L-MEX

1471 Fe li - (14) - 13 (29) 24 - - 13 - (12) 12 VSE 46, Ex 4

Individuum (14) (13) 14 (29) (10) 13 12

DO HS/GK 1548.01 1548.01 Ti re - - - 12 - - 9 - 13 15 - - - VSE 38, Ex 7/4

1548.01 Ti re - - - 12 - - 9 - 13 15 - - - VSE 38, Ex 2/3/4

1548.01 Ti re - - - - - - - - - - - - VSE 45a, Ex 4

1548.01 Ti re - - - - - - - - - - - 11 VSE 45b, Ex 4

1548.01 Ti re - - - - - - - - - - - - VSE 45c, Ex 4

1548.01 Ti re - 17 - - - - - - - - - - VSE 46, Ex 4

Individuum - (17) 12 - - 9 - 13 15 - - (11)

DYS392 DYS393DYS19 DYS385 DYS389 I DYS389 II

Tabelle 42: Einzeltypisierungsergebnisse der Y-chromosomalen STRs

DYS437 DYS438 DYS439DYS390 DYS391

99



Individuum Fundnr. Element PCR, ExtraktDYS392 DYS393DYS19 DYS385 DYS389 I DYS389 II

Tabelle 42: Einzeltypisierungsergebnisse der Y-chromosomalen STRs

DYS437 DYS438 DYS439DYS390 DYS391

DO BS/FK 2030.01 (M6) 2030.01 Fe li 15 (13) 12 27 25 (11) (11) - (15) - (11) FS

2030.01 Fe li 15 13 17 12 27 25 11 11 13 15 10 11 YT 15a, Ex 3

2030.01 Fe li 15 13 17 12 27 25 11 11 13 15 10 11 YT 15b, Ex 3

2030.01 Fe li - - - 12 - - 11 - 13 - - - VSE 38, Ex 3

2030.01 Fe li - - - 12 - - 11 - 13 - - - VSE 38, Ex 4

2030.01 Fe li - - - - - - - - 13 - - - VSE 45a, Ex 3

2030.01 Fe li - - - 12 - - 11 - 13 - - - VSE 45b, Ex 3

2030.01 Fe li - 13 17 12 27 25 11 - 13 15 10 11 VSE 45a, Ex 4

2030.01 Fe li - - - - - - - - - - - - VSE 45b, Ex 4

R3 Calv 15 13 17 12 - (25) 11 - 13 (15) 10 11 FS

Individuum 15 13 17 12 27 25 11 11 13 15 10 11

DO BS/FK 3714 3714 Hu li - - - - - - - - - - - -

4077 Fe re - - - - - - - - - - - - VSE 46, Ex 3/4

4077 Fe re 14 - - - - - - - - - - - VSE 46, Ex 4

3714 Hu li - - - (12) - - - - - - 10 - VSE 53, Ex 9

3714 Hu li - - - 12 - - - - - - 10 - VSE 55, Ex 9

3714 Hu li - - - - - - - - - - - - VSE 58, Ex 9

3714 Hu li - - - - - - - - - - 10 (11) - VSE 61, Ex 9

Individuum (14) - - 12 - - - - - - 10 -

DO BS 3757 (M8) 3757 Calv 16 13 17 12 28 25 11 11 13 - 10 11 FS

3757 Calv 16 13 17 12 28 25 11 11 13 15 10 - YT 15a, Ex3

3757 Calv 16 13 17 12 - 25 11 11 13 15 10 11 YT 15b, Ex 3

4361.01 Fe re - - - 12 - - - - 13 15 - - VSE 45a, Ex 2

4361.01 Fe re - - - - - - - - - - - - VSE 45b, Ex 2

Individuum 16 13 17 12 28 25 11 11 13 15 10 11

DO BS/RG/FK/HS 3886 (M16) 5403 Hu li - - - - - - - - - - - - VSE 33a, Ex 2

5403 Hu li - - - - - - - - - - - - VSE 33b, Ex 2

5403 Hu li - - - - - - - - - - - - VSE 33a, Ex 3

5403 Hu li - - - - - - - - - - - - VSE 33b, Ex 3

5403 Hu li - - - - - - - - - - - - VSE 45a, Ex I

5403 Hu li - - - - - - - - - - - - VSE 45b, Ex I

5403 Hu li - - - 12 - - - - - - - 11 VSE 46a, Ex I

5403 Hu li - - - 12 (28) - - 11 - - - - VSE 46b, Ex I

5403 Hu li 16 13 17 12 - 25 11 11 13 15 10 11 VSE 53, Ex 3

5403 Hu li - 13 17 12 28 25 11 11 13 15 10 11 VSE 55, Ex 3

Individuum (16) 13 17 12 28 25 11 11 13 15 10 11

DO BS/FK 4008 (M5) 2096 Ti re 16 13 17 12 28 24 11 11 13 15 10 11 YT 15a, Ex 4/5

2096 Ti re 16 13 17 12 28 24 11 11 13 15 10 11 YT 15b, Ex 4/5

2096 Ti re - - - 12 - - 11 - 13 15 - - VSE 45a, ExK1 c

2096 Ti re - - - 12 - - 11 - 13 - - - VSE 45b, ExK1 c

2096 Ti re - - - - - - (11) - 13 - - - VSE 45c, ExK1 c

908 Calv 16 13 17 12 28 24 11 11 13 15 10 (11) FS

Individuum 16 13 17 12 28 24 11 11 13 15 10 11

DO BS/GK 4310.01 4310.01 Ra re - - - - - - - - - - - - VSE 45a, Ex 2

4310.01 Ra re - - - - - - - - - - - - VSE 45b, Ex 2

4310.01 Ra re - - - - - - - - - - - - VSE 45, Ex 3

3812 Hu li - - - 12 - - - (18) - - 10 - VSE 53, Ex 5

3812 Hu li - - - - - - - - - - - - VSE 53, Ex 6

3812 Hu li - - - - - - - - - - - 11 VSE 55, Ex 5

3812 Hu li - - - - - - - - - - - - VSE 55, Ex 6

3812 Hu li - - - - - - - - - - - - VSE 58, Ex 5

3812 Hu li - - - - - - - - - - - - VSE 58, Ex 6

3812 Hu li - - - 12 - - - - - - - - VSE 61, Ex 5

3812 Hu li 9 VSE 61, Ex 6

Individuum - - - 12 - - - (9) - - (10) (11)

DO JS 7043.01 7043.01 pp re - - - - - - - - - - - - VSE 33a, Ex 1

7043.01 pp re - - - - - - - - - - - - VSE 33b, Ex 1

7043.01 pp re - - - - - - - - - - - - VSE 33c, Ex 1

7043.01 pp re 16 13 17 12 28 25 11 11 13 15 10 11 VSE 46a, Ex 1

7043.01 pp re 16 13 17 12 28 25 11 11 13 15 10 11 VSE 46b, Ex 1

7043.01 pp re (16) (13) (17) 12 - - 11 11 13 (15) 10 11 VSE 46c, Ex 1

6962 Fe li - - - - - - - - - - - - VSE 45a, Ex 1

6962 Fe li - - - - - - - - - - - - VSE 45b, Ex 1

6962 Fe li - - - - - - - - - - - - VSE 45c, Ex 1

6962 Fe li - - - 12 - - - 11 - - (10) 11 VSE 46a, Ex 1

6962 Fe li - - - 12 - - 11 11 13 - - 11 VSE 46b, Ex 1

6962 Fe li 16 (13) - 12 - - 11 11 13 - 10 11 VSE 46c, Ex 1

6962 Fe li - - - 12 - - (11) 11 13 - - 11 VSE 46d, Ex 1

Individuum 16 13 17 12 28 25 11 11 13 15 10 11

DO FK/KS E 11 913.01 Ti re - - - - - - - - - - - - VSE 33, Ex3

913.01 Ti re - - - - - - - - - - - - VSE 33, Ex 4

913.01 Ti re - - - - - - - 11 - - - 11 VSE 46a, Ex 3

913.01 Ti re - - - - - - - - - - - - VSE 46b, Ex 3

913.01 Ti re - - - - - - - - - - - - VSE 46a, Ex 4

913.01 Ti re - - - - - - - - - - - - VSE 46b, Ex 4

E 11 Hu re - - - - - - - 11 - - (10) 11 VSE 53, Ex 3

E 11 Hu re - - - 12 - - 11 11 - - - - VSE 55, Ex 3

E 11 Hu re - - - 12 - - - - - - - - VSE 61, Ex 3

Individuum - - - 12 - - (11) 11 - - - 11

DO E 33 (M12) E 33 Mand 17 (13) (17) 12 (28) - 11 - - - 10 11 FS

E 33 Mand - - - - - - - - - - - - VSE 46a, Ex 3

E 33 Mand - - - - - - - - - - - - VSE 46b, Ex 3

E 33 Mand - - - - - - - - - - - 11 VSE 46a, Ex 4

E 33 Mand - - - - - - - - - - - - VSE 46b, Ex 4

Individuum 17 (13) (17) 12 (28) - 11 - - - 10 11

DO E 37 (F21) E 37 Calv - (17) - - - - - - - - - - VSE 46, NEU

E 37 Calv - 17 - 12 - - - - - - - - VSE 53, Ex 4

E 37 Calv - - - - - - - 11 - - - 11 VSE 55, Ex 4

E 37 Calv 16 - - - - - 11 11 13 - 10 11 VSE 58, Ex 4

E 37 Calv - - - 13 - - - 11 - - 10 11 VSE 61, Ex 4

Individuum (16) 17 - - - - (11) 11 (13) - 10 11
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Tabelle 43: Einzeltypisierungsergebnisse der mitochondrialen HVR I

Individuum FundNr
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2
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29
1

16
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4
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9
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4
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3
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16
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8
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7
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4
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2
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37
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PCR, Seq, Ex

rCRS A C C C C A C C C C C C C A C C T G C T G C A C C T C A C C C C T C C T C C C C T C C C T C C C C C C C C C A G T T C A C C C G C C T C C G

DO RG/FK 58.01 DO 65.03 VSE 39, Seq 10, Ex 2

DO 65.03 VSE 39, Seq 10, Ex 3

DO 65.03 VSE 40, Seq 11, Ex 2

DO 65.03 VSE 40, Seq 11, Ex 3

Konsensus

DO RG/FK 58.03 (M13) DO 58.03 C T T VSE 7, Seq 1, Ex 3

DO 58.03 C VSE 10, Seq 1, Ex 3/B

DO 58.03 [C] VSE 18, Seq 4, Ex 4

DO 58.03 T T VSE 19, Seq 5, Ex 4

Konsensus C T T

DO RG/FK/KS 58.08 (M7) DO 58.08 VSE 13, Seq 2, Ex 6

DO 58.08 VSE 15, Seq 3, Ex 7

DO 58.08 VSE 18, Seq 4, Ex 7

DO 58.08 VSE 19, Seq 5, Ex 7

Konsensus

DO RG/HS/BS 65.05 DO 65.05 VSE 56, Seq 20, Ex 4

DO 65.05 VSE 56, Seq 20, Ex 6

DO 65.05 Y VSE 57, Seq 21, Ex 4

DO 65.05 VSE 57, Seq 21, Ex 5

DO 65.05 Y VSE 57, Seq 21, Ex 6

Konsensus Y

DO RG 66.02 DO 66.02 VSE 34a, Seq 8, Ex 3

DO 66.02 VSE 34b, Seq 8, Ex 3

DO 66.02 VSE 34a, Seq 8, Ex 4

DO 66.02 VSE 34b, Seq 8, Ex 4

DO 66.02 VSE 35a, Seq 9, Ex 3

DO 66.02 VSE 35b, Seq 9, Ex 3

DO 66.02 VSE 35a, Seq 9, Ex 4

DO 66.02 VSE 35b, Seq 9, Ex 4

Konsensus

DO BS 133.01 DO 133.01 G C VSE 56, Seq 20, Ex 5

DO 133.01 G Y VSE 56, Seq 20, Ex 7

DO 133.01 Y T VSE 57, Seq 21, Ex 5

DO 133.01 VSE 57, Seq 21, Ex 6

DO 133.01 C T VSE 57, Seq 21, Ex 7

Konsensus G [C] [C] T

DO RG/BS 187 DO 187 VSE 40, Seq 11, Ex 5

DO 187 T VSE 40, Seq 11, Ex 6

DO 187 G C C VSE 51, Seq 18, Ex 7

DO 187 G C C VSE 54, Seq 19, Ex 7

DO 187 VSE 57a, Seq 21, Ex 7

DO 187 VSE 57b, Seq 21, Ex 7

Konsensus G C C

DO RG/FK/BS 516 DO 516 [C] [C] [C] VSE 10, Seq 1, Ex 1

DO 516 VSE 10, Seq 1, Ex 2

DO 516 [C] [C] [C] VSE 18, Seq 4, Ex 1

DO 516 [C] G VSE 19, Seq 5, Ex 1

DO 516 G VSE 19, Seq 5, Ex 2

Konsensus G

DO FK/RG/HS 902.01 (M10) DO 902.01 [C] T T [C] VSE 7, Seq 1, B/T

DO 902.01 C VSE 10, Seq 1, T/K

DO 902.01 C VSE 15, Seq 3, Ex 5

DO 902.01 [C] [T] [T] C VSE 19, Seq 5, K

DO 902.01 T T C VSE 19, Seq 5, Ex 5

Konsensus C T T C

DO FK/HS/RG/BS 903.01 DO 901.03 VSE 34a, Seq 8, Ex 1

DO 901.03 VSE 34b, Seq 8, Ex 1

DO 901.03 VSE 34a, Seq 8, Ex 2

DO 901.03 VSE 34b, Seq 8, Ex 2

DO 901.03 VSE 35a, Seq 9, Ex 1

DO 901.03 VSE 35b, Seq 9, Ex 1

DO 901.03 VSE 35a, Seq 9, Ex 2

DO 901.03 VSE 35b, Seq 9, Ex 2

Konsensus
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Tabelle 43: Einzeltypisierungsergebnisse der mitochondrialen HVR I

Individuum FundNr
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PCR, Seq, Ex

rCRS A C C C C A C C C C C C C A C C T G C T G C A C C T C A C C C C T C C T C C C C T C C C T C C C C C C C C C A G T T C A C C C G C C T C C G

DO FK/RG/HS/BS 903.02 DO 58.04 [C] T VSE 34a, Seq 8, Ex 7

DO 58.04 [C] T VSE 34b, Seq 8, Ex 7

DO 58.04 C T VSE 34a, Seq 8, Ex 8

DO 58.04 C T VSE 34a, Seq 8, Ex 8

DO 58.04 [T] [A] VSE 35a, Seq 9, Ex 7

DO 58.04 T [A] VSE 35b, Seq 9, Ex 7

DO 58.04 T A VSE 35a, Seq 9, Ex 8

DO 58.04 T A VSE 35b, Seq 9, Ex 8

Konsensus C T T A

DO FK/RG/JS 904.04 DO 904.04 C VSE 21, Seq 6, Ex 1

DO 904.04 Y VSE 34, Seq 8, Ex 1

DO 904.04 [T] VSE 35a, Seq 9, Ex 1

DO 904.04 [T] VSE 35b, Seq 9, Ex 1

DO 904.04 VSE 39a, Seq 10, Ex 2

DO 904.04 [C] VSE 40a, Seq 11, Ex 2

DO 904.04 VSE 40b, Seq 11, Ex 2

Konsensus Y

DO FK/RG 905.01 (M14) DO 901.02 VSE 15, Seq 3, Ex 5

DO 901.02 VSE 18, Seq 4, Ex 6

DO 901.02 C VSE 19, Seq 5, Ex 5

DO 901.02 C VSE 19, Seq 5, Ex 6

Konsensus C

DO FK/RG/BS 907.01 DO 907.01 VSE 15, Seq 3, Ex 5

DO 907.01 T VSE 18, Seq 4, Ex 6

DO 907.01 VSE 19, Seq 5, Ex 5

DO 907.01 VSE 19, Seq 5, Ex 6

DO 907.01 VSE 21, Seq 6, Ex 5

DO 907.01 VSE 34, Seq 8, Ex 7

DO 907.01 VSE 34, Seq 8, Ex 8

DO 907.01 VSE 35, Seq 9, Ex 7

DO 907.01 VSE 35, Seq 9, Ex 8

Konsensus

DO HS/GK 1461 DO 1461 T C VSE 39, Seq 10, Ex 1

DO 1461 T C VSE 39, Seq 10, Ex 2

DO 1461 VSE 40, Seq 11, Ex 1

DO 1461 VSE 40, Seq 11, Ex 2

Konsensus T C

DO HS/BS 1467.01 DO 1467.01 A VSE 39a, Seq 10, Ex 3

DO 1467.01 R [T] VSE 39b, Seq 10, Ex 3

DO 1467.01 [C] [C] [T] [G] VSE 40a, Seq 11, Ex 3

DO 1467.01 [C] [C] [G] VSE 40b, Seq 11, Ex 3

DO 1467.01 A VSE 51, Seq 18, Ex 3

DO 1467.01 Y Y Y VSE 51, Seq 18, Ex 4

DO 1467.01 A VSE 54, Seq 19, Ex 3

DO 1467.01 Y VSE 54, Seq 19, Ex 4

DO 1467.01 Y VSE 57, Seq 21, Ex 4

Konsensus [A] Y Y R

DO HS/GK/BS 1471 DO 1471 [C] [T] [G] [T] [C] [C] VSE 39, Seq 10, Ex 5

DO 1471 VSE 39, Seq 10, Ex 6

DO 1471 [C] VSE 40, Seq 11, Ex 5

DO 1471 [C] [C] [C] VSE 40, Seq 11, Ex 6

Konsensus Y

DO HS/GK 1547.01 DO 1547.01 VSE 39, Seq 10, Ex 2

DO 1547.01 VSE 39, Seq 10, Ex 3

DO 1547.01 G VSE 40, Seq 11, Ex 2

DO 1547.01 G VSE 40, Seq 11, Ex 3

Konsensus G

DO HS/GK 1547.03 DO 1547.03 VSE 39, Seq 10, Ex 1

DO 1547.03 VSE 39, Seq 10, Ex 2

DO 1547.03 VSE 40, Seq 11, Ex 1

DO 1547.03 VSE 40, Seq 11, Ex 2

Konsensus

DO HS/GK 1548.01 DO 1548.01 VSE 39a, Seq 10, Ex 4

DO 1548.01 VSE 39b, Seq 10, Ex 4

DO 1548.01 G VSE 40, Seq 11, Ex 2

DO 1548.01 G VSE 40, Seq 11, Ex 3

Konsensus G

DO BS/FK/GK/HS 1745.02 DO 1745.02 T C VSE 7, Seq 1, Ex 3

DO 1745.02 T C VSE 10, Seq 1, Ex 2

DO 1745.02 T C VSE 10, Seq 1, Ex 3/4

DO 1745.02 VSE 19, Seq 5, Ex 2

Konsensus T C

102



Tabelle 43: Einzeltypisierungsergebnisse der mitochondrialen HVR I

Individuum FundNr

16
05

1
16

05
2

16
05

5
16

06
9

16
07

1
16

07
4

16
08

5
16

09
5

16
09

9
16

10
4

16
10

7
16

11
1

16
11

2
16

11
3

16
11

4
16

11
5

16
12

6
16

12
9

16
13

4
16

14
0

16
14

5
16

14
7

16
16

2
16

16
7

16
16

9
16

17
2

16
17

9
16

18
3

16
18

5
16

18
6

16
18

7
16

18
8

16
18

9
16

19
2

16
19

7
16

20
9

16
21

1
16

21
4

16
22

2
16

22
3

16
22

4
16

23
2

16
23

4
16

24
8

16
24

9
16

25
9

16
26

0
16

26
1

16
27

0
16

27
8

16
28

2
16

29
1

16
29

4
16

29
6

16
29

9
16

30
3

16
30

4
16

31
1

16
31

3
16

31
6

16
32

8
16

33
2

16
33

7
16

34
6

16
35

4
16

35
5

16
36

2
16

37
7

16
38

2
16

39
8

PCR, Seq, Ex

rCRS A C C C C A C C C C C C C A C C T G C T G C A C C T C A C C C C T C C T C C C C T C C C T C C C C C C C C C A G T T C A C C C G C C T C C G

DO BS/FK 2030.01 (M6) DO 3630 VSE 34a, Seq 8, Ex 3

DO 3630 VSE 34b, Seq 8, Ex 3

DO 3630 VSE 34a, Seq 8, Ex 4

DO 3630 VSE 34b, Seq 8, Ex 4

DO 3630 VSE 35a, Seq 9, Ex 3

DO 3630 VSE 35b, Seq 9, Ex 3

DO 3630 VSE 35a, Seq 9, Ex 4

DO 3630 VSE 35b, Seq 9, Ex 4

Konsensus

DO GK/S/RG 2588  (F15) DO 2588 G C C C VSE 21, Seq 6, Ex 6

DO 2588 C VSE 21, Seq 16, Ex 6

DO 2588 C VSE 22, Seq 7, Ex 6

Konsensus G C C C C

DO BS 3628 (F3) DO 2255.03 T C VSE 10, Seq 1, Ex 2

DO 2255.03 T C VSE 15, Seq 3, Ex 3

DO 2255.03 VSE 19, Seq 5, Ex 2

DO 2255.03 VSE 19, Seq 5, Ex 3

Konsensus T C

DO BS/FK 3714 DO 3714 VSE 15, Seq 3, Ex 7

DO 3714 VSE 18, Seq 4, Ex 1

DO 3714 [C] T VSE 19, Seq 5, Ex 1

DO 3714 [C] [A] [T] VSE 19, Seq 5, Ex 6

DO 3714 T VSE 22, Seq 7, Ex 7

Konsensus T

DO BS 3757 (M8) DO 3757 G C VSE 8, Seq 1, Ex 3

DO 3757 C T VSE 19a, Seq 5, Ex 3

DO 3757 C T VSE 19b, Seq 5, Ex 3

Konsensus G C C T

DO BS/RG/FK/HS 3886 (M16) DO 5403 G C T VSE 21, Seq 6, Ex 2

DO 5403 C T VSE 21, Seq 16, Ex 2

DO 5403 C T VSE 22, Seq 7, Ex 2

DO 5403 C T VSE 22, Seq 7, Ex 3

Konsensus G C T C T

DO BS/GK 4310.01 DO 4310.01 G VSE 15, Seq 3, Ex 1

DO 4310.01 G C VSE 18, Seq 4, Ex 2

DO 4310.01 C T VSE 19, Seq 5, Ex 1

DO 4310.01 C T VSE 19, Seq 5, Ex 2

Konsensus G C C T

DO JS 7043.01 DO 7043.01 VSE 34, Seq 8, Ex 1

DO 7043.01 C VSE 35, Seq 9, Ex 1

Konsensus C

DO JS 7075.01 DO 7060 VSE 34, Seq 8, Ex 1

DO 7060 T VSE 35, Seq 9, Ex 1

Konsensus T

DO FK/KS E 11 DO 913.01 T C VSE 8, Seq 1, Ex 2

DO 913.01 [T] [A] [C] [C] VSE 10, Seq 1, Ex 2/1

DO 913.01 [C] [C] VSE 19, Seq 5, Ex 1

DO 913.01 VSE 35b, Seq 9, Ex 3

DO 913.01 [C] VSE 35a, Seq 9, Ex 4

DO 913.01 VSE 35b, Seq 9, Ex 4

DO E 11 VSE 51, Seq 18, Ex 3

DO E 11 VSE 54, Seq 19, Ex 3

DO E 11 G VSE 57a, Seq 21, Ex 3

DO E 11 G VSE 57b, Seq 21, Ex 3

Konsensus G

DO HS/GK N 957.01 DO N 957.01 T C VSE 51, Seq 18, Ex 3

DO N 957.01 T C VSE 54, Seq 19, Ex 3

DO N 957.01 VSE 57a, Seq 21, Ex 3

DO N 957.01 VSE 57b, Seq 21, Ex 3

Konsensus T C

DO BS/FK/RG/HS/GK/KS N 962.01 DO N 962.01 C C VSE 39, Seq 10, Ex I

DO N 962.01 C [C] VSE 39, Seq 10, Ex 3

DO N 962.01 C VSE 40, Seq 11, Ex I

DO N 962.01 C VSE 40, Seq 11, Ex 3

Konsensus C C C
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Tabelle 44: Einzeltypisierungsergebnisse der mitochondrialen HVR II

Individuum FundNr 73 14
6

15
0

15
2

17
1

18
5

19
5

19
9

20
7

22
8

23
1

23
9

26
3

29
5

29
6

29
8

29
9

30
3

30
4

30
9.

1
31

0
31

1
31

2
31

5.
1

32
0

38
0 PCR, Seq, Ex

rCRS A T C T G G T T G G C T A C C C C C C - T C C - C G

DO RG/FK 58.01 DO 65.03 VSE 41, Seq 12, Ex 2

DO 65.03 VSE 41, Seq 12, Ex 3

DO 65.03 G C VSE 42, Seq 13, Ex 2

DO 65.03 G C VSE 42, Seq 13, Ex 3

Konsensus G C

DO RG/FK 58.03 (M13) DO 58.03 G VSE 41a, Seq 12, Ex 5

DO 58.03 G VSE 41b, Seq 12, Ex 5

DO 58.03 G C VSE 42a, Seq 13, Ex 5

Konsensus G G C

DO RG/HS/BS 65.05 DO 65.05 VSE 59, Seq 22, Ex 4

DO 65.05 VSE 59, Seq 22, Ex 5

DO 65.05 VSE 59, Seq 22, Ex 6

DO 65.05 G Y Y C VSE 60, Seq 23, Ex 4

DO 65.05 G C VSE 60, Seq 23, Ex 5

DO 65.05 G Y Y C VSE 60, Seq 23, Ex 6

Konsensus G C

DO RG 66.02 DO 66.02 VSE 41, Seq 12, Ex 3

DO 66.02 VSE 41, Seq 12, Ex 4

DO 66.02 G C VSE 42, Seq 13, Ex 3

DO 66.02 G C VSE 42, Seq 13, Ex 4

Konsensus G C

DO BS 133.01 DO 133.01 G T VSE 59, Seq 22, Ex 5

DO 133.01 G T VSE 59, Seq 22, Ex 7

DO 133.01 G C VSE 60, Seq 23, Ex 5

DO 133.01 G C VSE 60, Seq 23, Ex 6

DO 133.01 G C VSE 60, Seq 23, Ex 7

Konsensus G T G C

DO RG/BS 187 DO 187 G VSE 59a, Seq 22, Ex 7

DO 187 G VSE 59b, Seq 22, Ex 7

DO 187 G C VSE 60a, Seq 23, Ex 7

DO 187 G C VSE 60b, Seq 23, Ex 7

Konsensus G G C

DO RG/FK/BS 516 DO 516 VSE 41, Seq 12, Ex 2

DO 516 VSE 41, Seq 12, Ex 3

DO 516 G C VSE 42a, Seq 13, Ex 3

DO 516 G C VSE 42b, Seq 13, Ex 3

Konsensus G C

DO FK/HS/RG/BS 903.01 DO 901.03 VSE 41, Seq 12, Ex 1

DO 901.03 VSE 41, Seq 12, Ex 2

DO 901.03 G C VSE 42, Seq 13, Ex 1

DO 901.03 G C VSE 42, Seq 13, Ex 2

Konsensus G C

DO FK/RG/HS/BS 903.02 DO 58.04 G T VSE 41, Seq 12, Ex 7

DO 58.04 G T VSE 41, Seq 12, Ex 8

DO 58.04 G C VSE 42, Seq 13, Ex 7/8

DO 58.04 G C VSE 42, Seq 13, Ex 8

Konsensus G T G C

DO FK/RG/JS 904.04 DO 904.04 [G] VSE 41, Seq 12, Ex 1

DO 904.04 G Y C VSE 42, Seq 13, Ex 1

DO 904.04 R [T] G Y C VSE 42, Seq 13, Ex 2

DO 904.04 C VSE 42, Seq 17, Ex 1

DO 904.04 C VSE 42, Seq 17, Ex 2

Konsensus [G] G C

DO FK/RG/BS 907.01 DO 907.01 VSE 41, Seq 12, Ex 7

DO 907.01 VSE 41, Seq 12, Ex 8

DO 907.01 G C VSE 42, Seq 13, Ex 7

DO 907.01 G C VSE 42, Seq 13, Ex 8

Konsensus G C

DO HS/GK 1461 DO 1461 G A A VSE 41, Seq 12, Ex 2

DO 1461 G A A VSE 41, Seq 12, Ex 3

DO 1461 A G T C VSE 42a, Seq 13, Ex 3

DO 1461 A G T C VSE 42b, Seq 13, Ex 3

Konsensus G A A G T C

DO HS/BS 1467.01 DO 1467.01 G C VSE 41, Seq 12, Ex 2

DO 1467.01 R [T] [T] VSE 41, Seq 12, Ex 3

DO 1467.01 A G T C R VSE 42, Seq 13, Ex 2

DO 1467.01 C C G C VSE 42, Seq 13, Ex 3

DO 1467.01 R Y Y Y VSE 59, Seq 22, Ex 3

DO 1467.01 G T VSE 59, Seq 22, Ex 4

DO 1467.01 G Y VSE 60, Seq 23, Ex 3

DO 1467.01 G Y Y VSE 60, Seq 23, Ex 4

Konsensus R Y Y Y R G Y C R

DO HS/GK/BS 1471 DO 1471 C VSE 41, Seq 12, Ex 5

DO 1471 [A] C VSE 41, Seq 12, Ex 6

DO 1471 G C VSE 42, Seq 13, Ex 3

DO 1471 G C VSE 42, Seq 13, Ex 4

Konsensus C G C

DO RG/BS/DS 1482 (M3) DO 1911 G C C HVRIIT1a f, Ex 4

DO 1911 HVRIIT1b f, Ex 4

DO 1911 HVRIIT1b r, Ex 4

DO 1911 G C C HVRIIT1c f, Ex 4

DO 1911 G C C HVRIIT1c r, Ex 4

Konsensus G C C

DO HS/GK 1547.01 DO 1547.01 VSE 41, Seq 12, Ex 2

DO 1547.01 VSE 41, Seq 12, Ex 3

DO 1547.01 G C VSE 42, Seq 13, Ex 2

DO 1547.01 G C VSE 42, Seq 13, Ex 3

Konsensus G C

DO HS/GK 1547.03 DO 1547.03 C VSE 41, Seq 12, Ex 1

DO 1547.03 C VSE 41, Seq 12, Ex 2

DO 1547.03 G C VSE 42, Seq 13, Ex 1

DO 1547.03 G Y C VSE 42, Seq 13, Ex 2

Konsensus C G C
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Tabelle 44: Einzeltypisierungsergebnisse der mitochondrialen HVR II

Individuum FundNr 73 14
6

15
0

15
2

17
1

18
5

19
5

19
9

20
7

22
8

23
1

23
9

26
3

29
5

29
6

29
8

29
9

30
3

30
4

30
9.

1
31

0
31

1
31

2
31

5.
1

32
0

38
0 PCR, Seq, Ex

rCRS A T C T G G T T G G C T A C C C C C C - T C C - C G

DO HS/GK 1548.01 DO 1548.01 VSE 41a, Seq 12, Ex 4

DO 1548.01 VSE 41b, Seq 12, Ex 4

DO 1548.01 G C VSE 42a, Seq 13, Ex 4

DO 1548.01 G C VSE 42b, Seq 13, Ex 4

Konsensus G C

DO BS/FK/GK/HS 1745.02 DO 1745.02 G A A VSE 41, Seq 12, Ex 5

DO 1745.02 A G T C VSE 42, Seq 13, Ex 4

DO 1745.02 A G T C VSE 42, Seq 13, Ex 5

Konsensus G A A G T C

DO BS/FK 3714 DO 3714 [G] VSE 41, Seq 12, Ex 1

DO 3714 VSE 41, Seq 12, Ex 2

DO 3714 G C Y C VSE 42, Seq 13, Ex 1

DO 3714 G C Y C VSE 42, Seq 13, Ex 2

DO 3714 C C VSE 42, Seq 17, Ex 1

DO 3714 C C VSE 42, Seq 17, Ex 2

Konsensus G C C

DO BS/RG/FK/HS 3886 (M16) DO 5403 G T VSE 43, Seq 14, Ex 2

DO 5403 G C VSE 44, Seq 15, Ex 2

DO 5403 G C VSE 44, Seq 15, Ex 3/I

Konsensus G T G C

DO BS/GK 4310.01 DO 4310.01 G T VSE 43, Seq 14, Ex 2

Konsensus G T

DO JS 7043.01 DO 7043.01 C C VSE 43a, Seq 14, Ex 1

DO 7043.01 C C VSE 43b, Seq 14, Ex 1

DO 7043.01 C G C C VSE 44a, Seq 15, Ex 1

DO 7043.01 C G C C VSE 44b, Seq 15, Ex 1

Konsensus C C G C C

DO JS 7075.01 DO 7060 VSE 43a, Seq 14, Ex 1

DO 7060 VSE 43b, Seq 14, Ex 1

DO 7060 G C C VSE 44a, Seq 15, Ex 1

DO 7060 G C C VSE 44b, Seq 15, Ex 1

Konsensus G C C

DO FK/KS E 11 DO E 11 VSE 59a, Seq 22, Ex 3

DO E 11 VSE 59b, Seq 22, Ex 3

DO E 11 G C VSE 60a, Seq 23, Ex 3

DO E 11 G C VSE 60b, Seq 23, Ex 3

Konsensus G C

DO HS/GK N 957.01 DO N 957.01 G A A VSE 59a, Seq 22, Ex 3

DO N 957.01 G A A VSE 59b, Seq 22, Ex 3

DO N 957.01 A G T C VSE 60a, Seq 23, Ex 3

DO N 957.01 A G T C VSE 60b, Seq 23, Ex 3

Konsensus G A A G T C

DO BS/FK/RG/HS/GK/KS N 962.01 DO N 962.01 VSE 43, Seq 14, Ex I

DO N 962.01 VSE 43, Seq 14, Ex 3

DO N 962.01 G C C VSE 44, Seq 15, Ex I/3

DO N 962.01 G C C VSE 44, Seq 15, Ex 3

Konsensus G C C
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