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File S2. Traces of Sanger reads aligned to tal2b in the BLS256 reference genome assem-
bly. In the first (top) and fourth trace the coordinate marker in the middle indicates the site of
the frameshift call. The second and third traces appear to be corrupted and do not contain
coordinates. The fourth trace is on the opposite strand from the rest.

st e ot 1
50 ] 70
o} Cc A G c A A

TGG o] G C G G C A S G c i

1/1 TI# 1037283571 Quality Score Base# 60 Go | pensity [IIIIIMTLT] ] Comments 14/222

s et oottt b oo i

\Az\/\m/\/\l\wmm\@

962/2149 TI# 1037249857 Quality Score [ Base# e DenSIty Comments 962/2370

4l el s o o 1 s

L\/\/W\m[\/w\ AL

1066/3210 TI# 1037231291 Quality Score Base# eo) pensity [IIIITTIT]T ] Comments 1066/3431
FRal o Jmmmmmmmmmwmmwww st e e 8 bl
%

T C r T ']:EE A T T G c r G G

510/6047 TI# 1286089474 Quahty Score [ Base# 520 =3 Density mn]]]]lm]- Comments ] 531/6268




	Document1
	AFile_1_tal2b_traces

