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After TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)

/ 4 Ve /]
4000 4 ,
/ /// /4 /
// / /
/
7/
y 7/
7/
3500 ,
7/
/7
/ d /
7/
3000 / /7 /7
/7
7/ 77/ 7 7/
/
s 7 / 7 s 7/ e /
7/ /
2500 /7 7,7 7
7 s/
7/ /
7 s,
20001,
s 7
Vo4 7/ / A

1500

1000

(dq) Jawwin3 | 940480 SNSUSBSUOD T |

500

% 7 7 4 v 77 d
0 | | |
0 500 1000 1500

TE consensus after TEtrimmer (bp)



