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4 055408 B — - none
5 DES308 Bl i
3 D65287 an Mk qrnlty vake (0. none
7 Dészez G none
| T & Allsle Naming Scheme e
= ey o © Number (1,2, 3,4, ...) —
5 T : () Lettesr (A, B, C, D, ...) _—
T DesasT Rounded baseparr (100, 200, 300) —
12 DES446 i Auto Bin Options none
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Marker Repeat Type

|| Use marker-specific stutter ratio if available
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Cut-off value 0.25 0.2 0.25 0.25 0.25
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PlusA distance 0.0 16 16 1.6 1.6
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To 0.0 3.5 4.5 5.5 6.5
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Log Out

cdeN | | @@ E
Ctrl+O es[

Ctrl+S

Ctrlei i

Ctrl+E

Ctrl+P

Alt+F4

Applied Biosystems™ GeneMapper™ A £ 7 HrEC



13
#

BIRA AR SR 2 A E R
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