Start crop Point End crop Point

1 MSA length = 13099 1

TTGAATAAATTAAGHT TIACGAAIA.AAIATAAATCAITTAAT.AATATAAATATTTTTITTATTAAATITTGIAIAICAT. ----------------------------------------------------------------------------------------

----------------------------------------------------------- T TTTTAAATATTGIAAAACITCA - - - - - - - - s - e ot oo o Lo
------------------------------------------------------------------------------------------------- Br-----AAAABTTATT - - -GRTTTGAATAGATTTTATTTTTTTTTAAR- TRATTTAAAATT -GTTTTAAAAARA
------------------------------------------------------------------------------------------------- AATTTAGAAAABATTATTATEGTTTTAGAT - - - TTTEBT- - - - - - - - - -ATGATTT-AAAAATT - -TTT--AAAT - -
------------------------------------------------------------------------------------------------- AATTTABAAAATAT -ATATTRTTCTAAAT - -ATTTRA- - - - - - - - - - - - ABRGATECCEBTABG T TTGT@T TAGAATEA
CTGAATATEAATTAAGT TTAATTAATATAAAAAT - - - TRATTTAATTAAATATAAATATTTTTTCTATTAAGTATTTGAAAATAT A - = -« -« - - - ottt oot f L. _.__._._...
------------------------------------------------------------------------------------------------- AATTTAGAAAATATTATTATTTTTCGG- - AGAJTTTATTTTTTTTTAATATGATTTGAAAAATTTATTTTAAAAAA -
------------------------------------------------------------------------------------------------- AARTT - - ABAATATBATTIRTTGTTTTGGATAGATTTTATTRBTRT TTAATA- -« -« -« - - - - ABTTGTTTT-AAAAAA
------------------------------------------------------------------------------------------------- AATTTAGAAAATABTATTATTGTTCCGG- -AGATTTTATTTTTTTTTAATATGATTTGAAAAATTTATTTTAAARAAA
CTGAATATTAATTAAGT TTAATTAATATAAAAAT - - - TCATTTAATTAAATATAAATATTTTTTCTATTAAGREAT T TGAAAATAT A - - - = - - - oot e ot ot _._._...
TT---TGTTGATTAAGTTTAATTAATATAAAATTAAATCATTTAATTAAATATAAATAT T T T T T T TATTAAATAT TGGAAAATATCA - = = = = = = & = & o & o oo o o o o o o o o o o o o o o o f ot f o et f f e o f e e e et ot et et e e e e i e i e i ee e oo
TT---TGTTGATTAAGTTTAATTAATATAAAATTAAATCATTTAATTAAATATAAATAT T T T T T T TAT TAAATAT TGGAAAATATCA - = = = = = = & = & o & & o o o o o ot ot o o b o o o f o f oo o e o e o e et e ettt e e et e oot m i e i ae e e e oo
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 13099bp; fragments: 1633; full length: 0 (>=11789.1bp)

divergence to consensus (%)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

divergence to consensus (%)

size: 14521bp; fragments: 1870; full length: 0 (>=13068.9bp)
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divergence to consensus (%)
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size: 190bp; fragments: 328; full length: 290 (>=171bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)

Dotplot

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