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1S<--    NCF1_4R_PR0034_C10.ab1<--
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1S-->    NCF1_4F_PR0182_D09.ab1-->
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1S-->    NCF1_4F_PR0182_D09.ab1 Mutations:  5335G>GA$58.3  5361A>AG$11.0
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1S<--    NCF1_4R_PR0182_D10.ab1 Mutations:  5335G>GA$21.8  5361A>AG$24.1

2,5002,4502,4002,3502,3002,2502,2002,1502,1002,0502,0001,950
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1S<--    NCF1_4R_PR0182_D10.ab1<--
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3,000

2,000

1,000

0

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

55 60 65 70 75 80 85 90 95 100 105 110

1S-->    NCF1_4F_SOAP0357_H05.ab1-->
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1S-->    NCF1_4F_SOAP0357_H05.ab1 Mutations:  5335G>A$75.5

2,5002,4502,4002,3502,3002,2502,2002,1502,1002,0502,0001,950
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1S<--    NCF1_4R_SOAP0357_H06.ab1 Mutations:  5335G>GA$26.0
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1S<--    NCF1_4R_SOAP0357_H06.ab1<--
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1S-->    NCF1_4F_SOAP0358_H07.ab1-->

2,5002,4502,4002,3502,3002,2502,2002,1502,1002,0502,0001,950

2,000

1,500

1,000

500

0

124.32
2562

65.67
1310

1S-->    NCF1_4F_SOAP0358_H07.ab1 Mutations:  5335G>A$124.3  5361A>AG$65.7
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1S<--    NCF1_4R_SOAP0358_H08.ab1 Mutations:  5335G>GA$45.5  5361A>AG$69.6

2,5002,4502,4002,3502,3002,2502,2002,1502,1002,0502,0001,950

3,000

2,000

1,000

0

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

75 80 85 90 95 100 105 110 115 120 125 130

1S<--    NCF1_4R_SOAP0358_H08.ab1<--
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1S-->    NCF1_4F_SOAP0375_H03.ab1-->
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1S<--    NCF1_4R_SOAP0375_H04.ab1<--
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1S-->    NCF1_4F_SONP0113_H09.ab1-->
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2,000

1,500

1,000

500

0
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1S-->    NCF1_4F_SONP0113_H09.ab1 Mutations:  5335G>GA$20.6  5361A>AG$9.2
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1S<--    NCF1_4R_SONP0113_H10.ab1 Mutations:  5335G>GA$10.8  5361A>AG$14.7
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1S<--    NCF1_4R_SONP0113_H10.ab1<--
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1S-->    NCF1_4F_SOPR0280_E09.ab1-->
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1S-->    NCF1_4F_SOPR0280_E09.ab1 Mutations:  5335G>GA$82.0  5361A>AG$23.9
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1S<--    NCF1_4R_SOPR0280_E10.ab1 Mutations:  5335G>GA$52.5  5361A>AG$43.2
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3,000

2,000

1,000

0

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

75 80 85 90 95 100 105 110 115 120 125 130

1S<--    NCF1_4R_SOPR0280_E10.ab1<--
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1S-->    NCF1_4F_SOPR0295_F09.ab1 Mutations:  5335G>GA$63.2  5361A>AG$10.2
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1S<--    NCF1_4R_SOPR0295_F10.ab1 Mutations:  5335G>GA$54.4  5361A>AG$12.3
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1S<--    NCF1_4R_SOPR0295_F10.ab1<--
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1R<--    NCF2_e12_13_R_Synthesis_424.scf<--
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1S-->    NCF2_12_13F_AP0022_A09.ab1-->
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1S<--    NCF2_12_13R_AP0022_A10.ab1<--
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1S-->    NCF2_12_13F_AP0055_C09.ab1-->
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1S-->    NCF2_12_13F_AP0055_C09.ab1 Mutations:  320C>CA$34.8
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1S<--    NCF2_12_13R_AP0055_C10.ab1 Mutations:  320C>CA$43.2
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1S<--    NCF2_12_13R_AP0055_C10.ab1<--
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1S-->    NCF2_12_13F_AP0056_D09.ab1-->
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1S<--    NCF2_12_13R_AP0056_D10.ab1<--
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1S-->    NCF2_12_13F_AP0058_E09.ab1-->
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1S<--    NCF2_12_13R_AP0058_E10.ab1<--
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1S-->    NCF2_12_13F_AP0059_F09.ab1-->
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1S-->    NCF2_12_13F_AP0059_F09.ab1 Mutations:  320C>CA$33.4
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1S<--    NCF2_12_13R_AP0059_F10.ab1 Mutations:  320C>CA$41.3
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1S-->    NCF2_12_13F_AP0162_A11.ab1-->
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2,000

1,500

1,000

500

0

33.16
1338

1S-->    NCF2_12_13F_AP0162_A11.ab1 Mutations:  320C>CA$33.2

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

86.92
1541

1S<--    NCF2_12_13R_AP0162_A12.ab1 Mutations:  320C>CA$86.9

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_AP0162_A12.ab1<--
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2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_NP0004_B09.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

34.41
1363

1S-->    NCF2_12_13F_NP0004_B09.ab1 Mutations:  320C>CA$34.4

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

87.55
1549

1S<--    NCF2_12_13R_NP0004_B10.ab1 Mutations:  320C>CA$87.6

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_NP0004_B10.ab1<--

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_PR0020_A05.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

79.63
1467

1S-->    NCF2_12_13F_PR0020_A05.ab1 Mutations:  320C>CA$79.6

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

48.24
1606

1S<--    NCF2_12_13R_PR0020_A06.ab1 Mutations:  320C>CA$48.2

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_PR0020_A06.ab1<--
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2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0439_F11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S-->    NCF2_12_13F_SOAP0439_F11.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S<--    NCF2_12_13R_SOAP0439_F12.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0439_F12.ab1<--

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0440_G11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

37.89
1424

1S-->    NCF2_12_13F_SOAP0440_G11.ab1 Mutations:  320C>CA$37.9

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

43.07
1521

1S<--    NCF2_12_13R_SOAP0440_G12.ab1 Mutations:  320C>CA$43.1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0440_G12.ab1<--
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2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0441_D11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

35.16
1372

1S-->    NCF2_12_13F_SOAP0441_D11.ab1 Mutations:  320C>CA$35.2

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

40.23
1478

1S<--    NCF2_12_13R_SOAP0441_D12.ab1 Mutations:  320C>CA$40.2

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0441_D12.ab1<--

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0442_E11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S-->    NCF2_12_13F_SOAP0442_E11.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S<--    NCF2_12_13R_SOAP0442_E12.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0442_E12.ab1<--
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2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0471_H11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S-->    NCF2_12_13F_SOAP0471_H11.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S<--    NCF2_12_13R_SOAP0471_H12.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0471_H12.ab1<--

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0522_B11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

137.03
2707

1S-->    NCF2_12_13F_SOAP0522_B11.ab1 Mutations:  320C>A$137.0

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

148.69
2832

1S<--    NCF2_12_13R_SOAP0522_B12.ab1 Mutations:  320C>A$148.7

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0522_B12.ab1<--
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2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060
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2,000
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0

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

70 75 80 85 90 95 100 105

1S-->    NCF2_12_13F_SOAP0523_C11.ab1-->

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S-->    NCF2_12_13F_SOAP0523_C11.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,500

1,000

500

0

1S<--    NCF2_12_13R_SOAP0523_C12.ab1

2,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,2202,2002,1802,1602,1402,1202,1002,0802,060

2,000

1,000

0

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

90 95 100 105 110 115 120 125 130

1S<--    NCF2_12_13R_SOAP0523_C12.ab1<--
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1R-->    NCF2_e12_13_F_Synthesis_424.scf-->
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1R<--    NCF2_e12_13_R_Synthesis_424.scf<--

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500
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1S-->    NCF2_12_13F_AP0058_E09.ab1-->

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500

2,000

1,500

1,000

500

0

47.16
1548

1S-->    NCF2_12_13F_AP0058_E09.ab1 Mutations:  464G>GA$47.2

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500

2,000

1,500

1,000

500

0

74.84
2011

1S<--    NCF2_12_13R_AP0058_E10.ab1 Mutations:  464G>GA$74.8

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500
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1,000

0
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1S<--    NCF2_12_13R_AP0058_E10.ab1<--
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1S-->    NCF2_12_13F_AP0059_F09.ab1-->

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500

2,000

1,500

1,000

500

0

1S-->    NCF2_12_13F_AP0059_F09.ab1

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500
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1,500
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0

1S<--    NCF2_12_13R_AP0059_F10.ab1
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1S<--    NCF2_12_13R_AP0059_F10.ab1<--

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500
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1S-->    NCF2_12_13F_PR0044_H05.ab1-->

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500

2,000

1,500

1,000

500

0

48.42
1575

1S-->    NCF2_12_13F_PR0044_H05.ab1 Mutations:  464G>GA$48.4

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500

2,000

1,500

1,000

500

0

114.44
1823

1S<--    NCF2_12_13R_PR0044_H06.ab1 Mutations:  464G>GA$114.4

3,9503,9003,8503,8003,7503,7003,6503,6003,5503,500
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1S<--    NCF2_12_13R_PR0044_H06.ab1<--
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1R-->    NCF2_e12_13_F_Synthesis_424.scf-->
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1R<--    NCF2_e12_13_R_Synthesis_401.scf<--
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1S-->    NCF2_12_13F_Normal_G07.ab1-->
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4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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1,500

1,000

500

0

58.44
1751

1S-->    NOD2_4gF_AP0181_D01.ab1 Mutations:  18539C>CT$58.4

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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1,500

1,000

500

0

74.31
1930

1S<--    NOD2_4gR_AP0181_D02.ab1 Mutations:  18539C>CT$74.3

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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1S<--    NOD2_4gR_AP0181_D02.ab1<--
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1S-->    NOD2_4gF_NP0049_E01.ab1-->

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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0

1S-->    NOD2_4gF_NP0049_E01.ab1

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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0

1S<--    NOD2_4gR_NP0049_E02.ab1

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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C G G G T T C A T C T G G C T C A T C C G G A G C C T G T A C G A G A T G C A
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1S<--    NOD2_4gR_NP0049_E02.ab1<--

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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1S-->    NOD2_4gF_PR0143_C03.ab1-->

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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500

0

59.40
1758

1S-->    NOD2_4gF_PR0143_C03.ab1 Mutations:  18539C>CT$59.4

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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36.35
1319

1S<--    NOD2_4gR_PR0143_C04.ab1 Mutations:  18539C>CT$36.3

4,6804,6604,6404,6204,6004,5804,5604,5404,5204,5004,4804,4604,4404,4204,4004,3804,3604,3404,3204,300
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1S<--    NOD2_4gR_PR0143_C04.ab1<--
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1R-->    NOD2_F_Synthesis_23154.scf-->

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1R<--    NOD2_R_Synthesis_23154.scf<--

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520

10,000

5,000

0

A T T T T G T C T C T T T A GT T T T G C G C A T A A C A A T A T C T C A G A C C G A G

15 20 25 30 35 40 45 50 55

1S-->    NOD2_5_6F_AP0182_A10.ab1-->

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1,500

1,000

500

0

15.69
1170

1S-->    NOD2_5_6F_AP0182_A10.ab1 Mutations:  22992G>GA$15.7

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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21.95
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1S<--    NOD2_5_6R_AP0182_A09.ab1 Mutations:  22992G>GA$22.0

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1S<--    NOD2_5_6R_AP0182_A09.ab1<--
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1S-->    NOD2_5_6F_PR0144_H05.ab1-->

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1,000
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0

35.59
1388

30.50
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1S-->    NOD2_5_6F_PR0144_H05.ab1 Mutations:  22992G>GA$35.6  22993A>AG$30.5

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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0

27.16
1111

1S<--    NOD2_5_6R_PR0144_H06.ab1 Mutations:  22992G>GA$27.2

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1S<--    NOD2_5_6R_PR0144_H06.ab1<--

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1S-->    NOD2_5_6F_SONP0090_B10.ab1-->

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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72.38
2023
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2866

1S-->    NOD2_5_6F_SONP0090_B10.ab1

1,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,7401,7201,7001,6801,6601,6401,6201,6001,5801,5601,5401,520
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1S<--    NOD2_5_6R_SONP0090_B09.ab1<--
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1R-->    NOD2_F_Synthesis_23156.scf-->
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1R<--    NOD2_R_Synthesis_23155.scf<--
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1S-->    NOD2_5_6F_SOAP0493_A07.ab1-->
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1S-->    NOD2_5_6F_SONP0145_B07.ab1-->
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1S-->    NOD2_5_6F_SONP0145_B07.ab1 Mutations:  23297A>AG$9.8
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1S<--    NOD2_5_6R_SONP0145_B08.ab1 Mutations:  23297A>AG$21.9
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1S-->    NOD2_5_6F_SOPR0409_G05.ab1-->

4,9504,9004,8504,8004,7504,7004,6504,6004,550
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0

25.29
1173

1S-->    NOD2_5_6F_SOPR0409_G05.ab1 Mutations:  23297A>AG$25.3
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1S<--    NOD2_5_6R_SOPR0409_G06.ab1 Mutations:  23297A>AG$13.6
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1R-->    NOD2_F_Synthesis_29044.scf-->
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1R<--    NOD2_R_Synthesis_29043.scf<--
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1S-->    NOD2_8F_AP0078_C09.ab1-->
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1S-->    NOD2_8F_AP0182_F07.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S-->    NOD2_8F_PR0063_E03.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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19.70
941

1S-->    NOD2_8F_PR0063_E03.ab1 Mutations:  29027G>GC$19.7

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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0

54.24
1179

1S<--    NOD2_8R_PR0063_E04.ab1 Mutations:  29027G>GC$54.2

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S-->    NOD2_8F_PR0144_H03.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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0

24.83
1046

1S-->    NOD2_8F_PR0144_H03.ab1 Mutations:  29027G>GC$24.8

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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51.85
1156

1S<--    NOD2_8R_PR0144_H04.ab1 Mutations:  29027G>GC$51.8
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1S<--    NOD2_8R_PR0144_H04.ab1<--

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

35 40 45 50 55 60 65 70 75

1S-->    NOD2_8F_SOAP0419_C07.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

37.99
1304

1S-->    NOD2_8F_SOAP0419_C07.ab1 Mutations:  29027G>GC$38.0

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

77.93
1431

1S<--    NOD2_8R_SOAP0419_C08.ab1 Mutations:  29027G>GC$77.9

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

65 70 75 80 85 90 95 100 105

1S<--    NOD2_8R_SOAP0419_C08.ab1<--
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2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,000

0

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

35 40 45 50 55 60 65 70 75

1S-->    NOD2_8F_SOAP0420_D07.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

1S-->    NOD2_8F_SOAP0420_D07.ab1

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

1S<--    NOD2_8R_SOAP0420_D08.ab1

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

65 70 75 80 85 90 95 100 105

1S<--    NOD2_8R_SOAP0420_D08.ab1<--

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

40 45 50 55 60 65 70 75 80

1S-->    NOD2_8F_SOAP0433_H07.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

35.86
1261

1S-->    NOD2_8F_SOAP0433_H07.ab1 Mutations:  29027G>GC$35.9

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

10.59
816

1S<--    NOD2_8R_SOAP0433_H08.ab1 Mutations:  29027G>GC$10.6

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

65 70 75 80 85 90 95 100 105

1S<--    NOD2_8R_SOAP0433_H08.ab1<--
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2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

40 45 50 55 60 65 70 75 80

1S-->    NOD2_8F_SONP0090_G07.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

28.37
1110

1S-->    NOD2_8F_SONP0090_G07.ab1 Mutations:  29027G>GC$28.4

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

73.37
1387

1S<--    NOD2_8R_SONP0090_G08.ab1 Mutations:  29027G>GC$73.4

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

65 70 75 80 85 90 95 100

1S<--    NOD2_8R_SONP0090_G08.ab1<--

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

40 45 50 55 60 65 70 75 80

1S-->    NOD2_8F_SOPR0339_F03.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

19.59
935

1S-->    NOD2_8F_SOPR0339_F03.ab1 Mutations:  29027G>GC$19.6

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

26.31
1172

1S<--    NOD2_8R_SOPR0339_F04.ab1 Mutations:  29027G>GC$26.3

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

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

65 70 75 80 85 90 95 100 105

1S<--    NOD2_8R_SOPR0339_F04.ab1<--
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2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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2,000

1,000

0

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

40 45 50 55 60 65 70 75 80

1S-->    NOD2_8F_SOPR0350_G03.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

20.03
946

1S-->    NOD2_8F_SOPR0350_G03.ab1 Mutations:  29027G>GC$20.0

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

30.05
1234

1S<--    NOD2_8R_SOPR0350_G04.ab1 Mutations:  29027G>GC$30.1

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

3,000

2,000

1,000

0

T T T T G G C C T T T T C A G A T T C T G G G C A A C A G A G T G G G T G A C G A G G
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1S<--    NOD2_8R_SOPR0350_G04.ab1<--
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2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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180 185 190 195 200 205 210 215 220

1R-->    NOD2_F_Synthesis_29044.scf-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1R<--    NOD2_R_Synthesis_29044.scf<--

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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0

T T T T G G C C T T T T C A G A T T C T G G G G C A A C A G A G T G G G T G A C G A G G
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1S-->    NOD2_8F_AP0078_C09.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

1S-->    NOD2_8F_AP0078_C09.ab1

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

1S<--    NOD2_8R_AP0078_C10.ab1

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S<--    NOD2_8R_AP0078_C10.ab1<--
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2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S-->    NOD2_8F_NP0021_F09.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

37.18
1344

1S-->    NOD2_8F_NP0021_F09.ab1 Mutations:  29027G>GC$37.2

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

35.71
1300

1S<--    NOD2_8R_NP0021_F10.ab1 Mutations:  29027G>GC$35.7

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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65 70 75 80 85 90 95 100 105

1S<--    NOD2_8R_NP0021_F10.ab1<--

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S-->    NOD2_8F_PR0063_E03.ab1-->

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

33.86
1288

1S-->    NOD2_8F_PR0063_E03.ab1 Mutations:  29027G>GC$33.9

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780

2,000

1,500

1,000

500

0

41.61
1007

1S<--    NOD2_8R_PR0063_E04.ab1 Mutations:  29027G>GC$41.6

2,2002,1802,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,780
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1S<--    NOD2_8R_PR0063_E04.ab1<--
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1R-->    NOD2_F_Synthesis_29739.scf-->

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1R<--    NOD2_R_Synthesis_29741.scf<--

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S-->    NOD2_9F_AP0047_A11.ab1-->

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300

2,000

1,500

1,000

500

0

77.35
1994

1S-->    NOD2_9F_AP0047_A11.ab1 Mutations:  29763G>GA$77.3

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300

2,000

1,500

1,000

500

0

36.71
1386

1S<--    NOD2_9R_AP0047_A12.ab1 Mutations:  29763G>GA$36.7

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S<--    NOD2_9R_AP0047_A12.ab1<--
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1S-->    NOD2_9F_AP0125_B11.ab1-->

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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0

1S-->    NOD2_9F_AP0125_B11.ab1

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S<--    NOD2_9R_AP0125_B12.ab1
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1S<--    NOD2_9R_AP0125_B12.ab1<--

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S-->    NOD2_9F_AP0143_D09.ab1-->

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300

2,000

1,500

1,000

500

0

1S-->    NOD2_9F_AP0143_D09.ab1

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1,000

500

0

1S<--    NOD2_9R_AP0143_D10.ab1

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S<--    NOD2_9R_AP0143_D10.ab1<--
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2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300
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1S-->    NOD2_9F_AP0192_F09.ab1-->
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1S-->    NOD2_9F_AP0266_G09.ab1 Mutations:  29750G>GC$16.5  29754delG
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1S-->    NOD2_9F_AP0267_H09.ab1-->

2,7202,7002,6802,6602,6402,6202,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,300

2,000

1,500

1,000

500

0

73.30
1936

1S-->    NOD2_9F_AP0267_H09.ab1 Mutations:  29763G>GA$73.3
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1S<--    NOD2_9R_AP0267_H10.ab1 Mutations:  29763G>GA$50.2
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1S-->    NOD2_9F_AP0276_F11.ab1 Mutations:  29763G>GA$78.2
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1S<--    NOD2_9R_AP0276_F12.ab1 Mutations:  29763G>GA$44.1
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1S-->    NOD2_9F_NP0039_C11.ab1-->
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1S-->    NOD2_9F_NP0049_E11.ab1 Mutations:  29763G>A$136.4
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1S<--    NOD2_9R_NP0049_E12.ab1 Mutations:  29763G>A$134.9
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1S-->    NOD2_9F_PR0036_B11.ab1-->
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1S<--    NOD2_9R_PR0036_B12.ab1 Mutations:  29763G>GA$83.8
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1S-->    NOD2_9F_PR0112_H11.ab1-->
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1S-->    NOD2_9F_PR0112_H11.ab1 Mutations:  29763G>A$74.8
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1S<--    NOD2_9R_PR0112_H12.ab1 Mutations:  29763G>GA$46.4
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1S-->    NOD2_9F_NP0049_D09.ab1-->
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1S-->    NOD2_9F_NP0049_D09.ab1 Mutations:  29763G>A$149.9
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1S<--    NOD2_9R_NP0049_D10.ab1 Mutations:  29763G>A$110.3
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1S-->    NOD2_9F_PR0143_C01.ab1-->
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1S-->    NOD2_9F_PR0143_C01.ab1 Mutations:  29763G>GA$77.3

2,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,250

2,000

1,500

1,000

500

0

41.50
1463

1S<--    NOD2_9R_PR0143_C02.ab1 Mutations:  29763G>GA$41.5

2,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,250

3,000

2,000

1,000

0

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

110 115 120 125 130 135 140 145 150 155 160

1S<--    NOD2_9R_PR0143_C02.ab1<--
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2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

6,000

4,000

2,000

0

A T CA A CT GGA T T T T C T CT CT T CT T C T CA CC A GCCT GGA GGA GA A C CA T CT CCA GGA T GA A GGT GT A T GT T CT CT

215 220 225 230 235 240 245 250 255 260 265 270 275 280 285

1R<--    NOD2_R_Synthesis_31876.scf<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

2,000

1,500

1,000

500

0

43.42
1495

1S<--    NOD2_10R_AP0266_G10.ab1 Mutations:  31892A>AG$43.4

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

3,000

2,000

1,000

0

A T CA A CT GGA T T T T C T CT CT T CT T C T CA CC A GCCT GG GGA GA A C CA T CT CCA GGA T GA A GGT GT A T GT T CT CT

75 80 85 90 95 100 105 110 115 120 125 130 135 140 145

1S<--    NOD2_10R_AP0266_G10.ab1<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

2,000

1,500

1,000

500

0

1S<--    NOD2_10R_AP0267_H10.ab1

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

4,000

3,000

2,000

1,000

0

A T CA A CT GGA T T T T C T CT CT T CT T C T CA CC A GCCT GGA GGA GA A C CA T CT CCA GGA T GA A GGT GT A T GT T CT CT

75 80 85 90 95 100 105 110 115 120 125 130 135 140 145

1S<--    NOD2_10R_AP0267_H10.ab1<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

2,000

1,500

1,000

500

0

39.04
1411

1S<--    NOD2_10R_PR0208_F12.ab1 Mutations:  31892A>AG$39.0

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,3502,3002,2502,2002,150

4,000

3,000

2,000

1,000

0

A T CA A CT GGA T T T T C T CT CT T CT T C T CA CC A GCCT GG GGA GA A C CA T CT CCA GGA T GA A GGT GT A T GT T CT CT

75 80 85 90 95 100 105 110 115 120 125 130 135 140 145

1S<--    NOD2_10R_PR0208_F12.ab1<--
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2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

6,000

4,000

2,000

0

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

235 240 245 250 255 260 265 270 275 280 285

1R-->    NOD2_F_Synthesis_36265.scf-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

6,000

4,000

2,000

0

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

260 265 270 275 280 285 290 295 300 305

1R<--    NOD2_R_Synthesis_36265.scf<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

95 100 105 110 115 120 125 130 135 140 145

1S-->    NOD2_11F_AP0192_E01.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_AP0192_E01.ab1 Mutations:  36269_36268het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_AP0192_E02.ab1 Mutations:  36265_36264het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

125 130 135 140 145 150 155 160 165 170 175

1S<--    NOD2_11R_AP0192_E02.ab1<--
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2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

95 100 105 110 115 120 125 130 135 140 145

1S-->    NOD2_11F_PR0152_H11.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_PR0152_H11.ab1 Mutations:  36268_36267het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_PR0152_H12.ab1 Mutations:  36264_36265het_ins

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

G G G C CA A C C C C C G C C C C T T G A A A G G A A T G A C A C C A T C C T G G A

120 125 130 135 140 145 150 155 160 165 170

1S<--    NOD2_11R_PR0152_H12.ab1<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

T A G G G G C A G A A G C C C T C C T G C A G G C C C T TG A A A G G A T C C G A

95 100 105 110 115 120 125 130 135 140 145

1S-->    NOD2_11F_SOAP0494_F01.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_SOAP0494_F01.ab1 Mutations:  36269_36268het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_SOAP0494_F02.ab1 Mutations:  36266_36265het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

4,000

3,000

2,000

1,000

0

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

120 125 130 135 140 145 150 155 160 165 170

1S<--    NOD2_11R_SOAP0494_F02.ab1<--
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2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

95 100 105 110 115 120 125 130 135 140 145

1S-->    NOD2_11F_SONP0144_G01.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_SONP0144_G01.ab1

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_SONP0144_G02.ab1

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

120 125 130 135 140 145 150 155 160 165 170

1S<--    NOD2_11R_SONP0144_G02.ab1<--

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

T A G G G G C A G A A G C C C T C C T G C A G G C C C T T G A A G A TA G C C G A

95 100 105 110 115 120 125 130 135 140 145

1S-->    NOD2_11F_SOPR0410_H01.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_SOPR0410_H01.ab1 Mutations:  36269_36268het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_SOPR0410_H02.ab1 Mutations:  36265_36266het_ins

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

4,000

3,000

2,000

1,000

0

G G G CCA A G C C C C CA G G C C C T T G A A A G G A A T G A C A C C A T C C T G G A A G

125 130 135 140 145 150 155 160 165 170 175

1S<--    NOD2_11R_SOPR0410_H02.ab1<--
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2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

95 100 105 110 115 120 125 130 135 140

1S-->    NOD2_11F_SOPR0429_G11.ab1-->

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S-->    NOD2_11F_SOPR0429_G11.ab1 Mutations:  36268_36267het_dup

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

2,000

1,500

1,000

500

0

1S<--    NOD2_11R_SOPR0429_G12.ab1 Mutations:  36265_36266het_ins

2,8502,8002,7502,7002,6502,6002,5502,5002,4502,4002,350

3,000

2,000

1,000

0

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

120 125 130 135 140 145 150 155 160 165 170

1S<--    NOD2_11R_SOPR0429_G12.ab1<--
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3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

6,000

4,000

2,000

0

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

270 275 280 285 290 295 300

1R-->    TRIM22_e4_F_Synthesis_373.scf-->

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

6,000

4,000

2,000

0

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

295 300 305 310 315 320

1R<--    TRIM22_e4_R_Synthesis_373.scf<--

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

4,000

3,000

2,000

1,000

0

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

140 145 150 155 160 165 170

1S-->    TRIM22_4F_Normal_A11.ab1-->

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

29.67
1201

1S-->    TRIM22_4F_Normal_A11.ab1 Mutations:  386G>GC$29.7

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

52.18
1603

1S<--    TRIM22_4R_Normal_A12.ab1 Mutations:  386G>GC$52.2

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185

1S<--    TRIM22_4R_Normal_A12.ab1<--
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3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

3,000

2,000

1,000

0

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

130 135 140 145 150 155 160

1S-->    TRIM22_4F_SOAP0308_D03.ab1-->

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

1S-->    TRIM22_4F_SOAP0308_D03.ab1

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

1S<--    TRIM22_4R_SOAP0308_D04.ab1

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

3,000

2,000

1,000

0

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

155 160 165 170 175 180

1S<--    TRIM22_4R_SOAP0308_D04.ab1<--

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

3,000

2,000

1,000

0

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

130 135 140 145 150 155 160

1S-->    TRIM22_4F_SOPR0247_F11.ab1-->

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

37.55
1366

1S-->    TRIM22_4F_SOPR0247_F11.ab1 Mutations:  392C>CT$37.5

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

2,000

1,500

1,000

500

0

62.78
1789

1S<--    TRIM22_4R_SOPR0247_F12.ab1 Mutations:  392C>CT$62.8

3,0002,9802,9602,9402,9202,9002,8802,8602,8402,8202,8002,7802,7602,7402,7202,700

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185

1S<--    TRIM22_4R_SOPR0247_F12.ab1<--
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2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

6,000

4,000

2,000

0

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

225 230 235 240 245 250 255 260

1R-->    TRIM22_e8_F_Synthesis_287.scf-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

6,000

4,000

2,000

0

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

225 230 235 240 245 250 255 260

1R<--    TRIM22_e8_R_Synthesis_240.scf<--

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_AP0009_A01.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

26.71
1149

1S-->    TRIM22_8aF_AP0009_A01.ab1 Mutations:  241G>GA$26.7

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

25.37
1042

1S<--    TRIM22_8aR_AP0009_A02.ab1 Mutations:  241G>GA$25.4

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

140 145 150 155 160 165 170 175

1S<--    TRIM22_8aR_AP0009_A02.ab1<--



Contig DisplaySoftGenetics 29/03/2019 15:54:18

Mutation Surveyor V4.0.9 2

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_AP0142_B01.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

25.38
1116

1S-->    TRIM22_8aF_AP0142_B01.ab1 Mutations:  241G>GA$25.4

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

24.74
1029

1S<--    TRIM22_8aR_AP0142_B02.ab1 Mutations:  241G>GA$24.7

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185 190

1S<--    TRIM22_8aR_AP0142_B02.ab1<--

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

95 100 105 110 115 120 125

1S-->    TRIM22_8aF_NP0043_C01.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

1S-->    TRIM22_8aF_NP0043_C01.ab1

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

1S<--    TRIM22_8aR_NP0043_C02.ab1

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185 190

1S<--    TRIM22_8aR_NP0043_C02.ab1<--
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2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_PR0008_C09.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

22.13
1035

1S-->    TRIM22_8aF_PR0008_C09.ab1 Mutations:  241G>GA$22.1

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

26.49
1087

1S<--    TRIM22_8aR_PR0008_C10.ab1 Mutations:  241G>GA$26.5

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

160 165 170 175 180 185 190 195

1S<--    TRIM22_8aR_PR0008_C10.ab1<--

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_PR0111_E09.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

25.83
1109

1S-->    TRIM22_8aF_PR0111_E09.ab1 Mutations:  241G>GA$25.8

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

27.31
1116

1S<--    TRIM22_8aR_PR0111_E10.ab1 Mutations:  241G>GA$27.3

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

230 235 240 245 250 255 260

1S<--    TRIM22_8aR_PR0111_E10.ab1<--
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2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_SOAP0308_D01.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

31.86
1260

1S-->    TRIM22_8aF_SOAP0308_D01.ab1 Mutations:  241G>GA$31.9

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

29.61
1139

1S<--    TRIM22_8aR_SOAP0308_D02.ab1 Mutations:  241G>GA$29.6

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185

1S<--    TRIM22_8aR_SOAP0308_D02.ab1<--

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

90 95 100 105 110 115 120 125

1S-->    TRIM22_8aF_SOPR0247_F09.ab1-->

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

53.84
1169

1S-->    TRIM22_8aF_SOPR0247_F09.ab1 Mutations:  241G>GA$53.8

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

2,000

1,500

1,000

500

0

26.84
1109

1S<--    TRIM22_8aR_SOPR0247_F10.ab1 Mutations:  241G>GA$26.8

2,6002,5802,5602,5402,5202,5002,4802,4602,4402,4202,4002,3802,3602,3402,3202,3002,2802,2602,2402,220

3,000

2,000

1,000

0

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

160 165 170 175 180 185 190

1S<--    TRIM22_8aR_SOPR0247_F10.ab1<--
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3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

6,000

4,000

2,000

0

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

285 290 295 300 305 310 315 320

1R-->    TRIM22_e8_F_Synthesis_625.scf-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

4,000

2,000

0

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

310 315 320 325 330 335 340 345

1R<--    TRIM22_e8_R_Synthesis_625.scf<--

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

145 150 155 160 165 170 175 180

1S-->    TRIM22_8cF_AP0009_A03.ab1-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_AP0009_A03.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_AP0009_A04.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

170 175 180 185 190 195 200 205

1S<--    TRIM22_8cR_AP0009_A04.ab1<--
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3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

145 150 155 160 165 170 175 180

1S-->    TRIM22_8cF_AP0142_B03.ab1-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_AP0142_B03.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_AP0142_B04.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

170 175 180 185 190 195 200 205

1S<--    TRIM22_8cR_AP0142_B04.ab1<--

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

155 160 165 170 175 180 185 190

1S-->    TRIM22_8cF_NP0043_C03.ab1-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_NP0043_C03.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_NP0043_C04.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

T A T G G C T G T G C C TC C C C T G T C G T A T T G G G G T T T T C C T A G A

295 300 305 310 315 320 325 330

1S<--    TRIM22_8cR_NP0043_C04.ab1<--
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3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

150 155 160 165 170 175 180

1S-->    TRIM22_8cF_PR0008_C11.ab1-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

30.18
1218

1S-->    TRIM22_8cF_PR0008_C11.ab1 Mutations:  603C>CT$30.2

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

34.05
1260

1S<--    TRIM22_8cR_PR0008_C12.ab1 Mutations:  603C>CT$34.0

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

165 170 175 180 185 190 195 200

1S<--    TRIM22_8cR_PR0008_C12.ab1<--

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

145 150 155 160 165 170 175 180

1S-->    TRIM22_8cF_PR0111_E11.ab1-->

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_PR0111_E11.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_PR0111_E12.ab1

3,2003,1803,1603,1403,1203,1003,0803,0603,0403,0203,0002,9802,9602,9402,9202,9002,8802,8602,8402,820

3,000

2,000

1,000

0

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

165 170 175 180 185 190 195 200

1S<--    TRIM22_8cR_PR0111_E12.ab1<--
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4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

4,000

2,000

0

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

410 415 420 425 430 435 440 445

1R-->    TRIM22_e8_F_Synthesis_625.scf-->

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

6,000

4,000

2,000

0

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

430 435 440 445 450 455 460 465 470

1R<--    TRIM22_e8_R_Synthesis_625.scf<--

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

270 275 280 285 290 295 300 305

1S-->    TRIM22_8cF_AP0009_A03.ab1-->

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_AP0009_A03.ab1

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_AP0009_A04.ab1

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

290 295 300 305 310 315 320 325 330

1S<--    TRIM22_8cR_AP0009_A04.ab1<--
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4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

265 270 275 280 285 290 295 300 305

1S-->    TRIM22_8cF_AP0142_B03.ab1-->

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_AP0142_B03.ab1

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

1S<--    TRIM22_8cR_AP0142_B04.ab1

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

290 295 300 305 310 315 320 325 330

1S<--    TRIM22_8cR_AP0142_B04.ab1<--

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

275 280 285 290 295 300 305 310 315

1S-->    TRIM22_8cF_NP0043_C03.ab1-->

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

9.44
1172

1S-->    TRIM22_8cF_NP0043_C03.ab1 Mutations:  729C>CT$9.4

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

8.86
1404

1S<--    TRIM22_8cR_NP0043_C04.ab1 Mutations:  729C>CT$8.9

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

420 425 430 435 440 445 450 455 460

1S<--    TRIM22_8cR_NP0043_C04.ab1<--
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4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

3,000

2,000

1,000

0

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

270 275 280 285 290 295 300 305 310

1S-->    TRIM22_8cF_PR0008_C11.ab1-->

4,4804,4604,4404,4204,4004,3804,3604,3404,3204,3004,2804,2604,2404,2204,2004,1804,1604,1404,1204,1004,0804,060

2,000

1,500

1,000

500

0

1S-->    TRIM22_8cF_PR0008_C11.ab1
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1S-->    TTC7A_16F_SOAP0493_A07.ab1-->

2,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,740
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37.87
1367

1S-->    TTC7A_16F_SOAP0493_A07.ab1 Mutations:  195A>AG$37.9

2,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,740
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1S<--    TTC7A_16R_SOAP0493_A08.ab1 Mutations:  195A>AG$45.0

2,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,740
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1S<--    TTC7A_16R_SOAP0493_A08.ab1<--
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1S-->    TTC7A_16F_SONP0145_B07.ab1-->

2,1602,1402,1202,1002,0802,0602,0402,0202,0001,9801,9601,9401,9201,9001,8801,8601,8401,8201,8001,7801,7601,740
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3,000

2,000

1,000

0

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

60 65 70 75 80 85 90 95 100

1S<--    TTC7A_16R_SONP0145_B08.ab1<--
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1R<--    TTC7A_e17_R_Synthesis_205.scf<--
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1S-->    TTC7A_17F_AP0124_A11.ab1-->

2,9502,9002,8502,8002,7502,7002,6502,6002,550
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500

0

35.65
1374

1S-->    TTC7A_17F_AP0124_A11.ab1 Mutations:  275T>TC$35.6

2,9502,9002,8502,8002,7502,7002,6502,6002,550
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90.05
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1S<--    TTC7A_17R_AP0124_A12.ab1 Mutations:  275T>TC$90.1
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1S<--    TTC7A_17R_AP0124_A12.ab1<--
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1S-->    TTC7A_17F_AP0196_F11.ab1 Mutations:  275T>TC$81.5
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0
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932

1S<--    TTC7A_17R_AP0196_F12.ab1 Mutations:  275T>TC$8.2  277_276dup
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1S-->    TTC7A_17F_NP0030_D11.ab1 Mutations:  275T>TC$97.7
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1S<--    TTC7A_17R_NP0030_D12.ab1 Mutations:  275T>TC$111.6
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1S-->    TTC7A_17F_PR0096_A11.ab1 Mutations:  275T>TC$35.8
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1S<--    TTC7A_17R_PR0096_A12.ab1 Mutations:  276C>CT$23.6
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1S-->    TTC7A_17F_RL0008_E11.ab1 Mutations:  275T>TC$40.5
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1S<--    TTC7A_17R_RL0008_E12.ab1 Mutations:  275T>TC$92.4
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1S-->    TTC7A_17F_SOAP0493_A09.ab1 Mutations:  275T>TC$39.7
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1S<--    TTC7A_17R_SOAP0493_A10.ab1 Mutations:  275T>TC$7.2  277_276dup
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