Start crop Point End crop Point

1 MSA length = 6577 1

-------------------------------------------------------------------------------------------------------------- ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAACTCTAARTT

CAAAIAA

TTATAAAATTTATATTARATTTCT TTGTTATAATCCCATCCTCATTTTAATTAAATTTGTAATATTAGTTTAGGA - - - - - - - - - - ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAACTTTAAAGT
----------------- AAATTTTAT - ---------- TGTTATAITCCCATCCTCATTTTAATTAAATTTGTAATATTAGTTTAGGA- ---------ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAAC- -TIAIET TTHREATA

TTT TATERATRTTATAAAATGTATATTATATTTGT TTGTTATAATCCCATCCTCATTTTAA-TAAATTTGTAATATTAGTTTAGGA - - - - - - - - - - ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAAC- - - - - AT CTARATABE TTTTABECEEA - - - - - - - - - - - - - - - __
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TTATGAAATTTATTTTETATTAGT
A TTEGAAA

-------------------------------------------------------------------------------------------------------------- ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAACCTTAGATT TTAAAAA A
-------------------------------- TGTTATAATCCCATCCTCATTTTAATTATCTTTGTAATATTAGTTTAGAA----------ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAACTTTA-AT TTAAAAA A

ABTAT TTAT-------- ATTATATTTGTIRARB TBT TGTTATAATCCCATCCTCATTTTAATTATCTTTGTAATATTAGTTTAGAA - = = = = = = = - - ACACCCGAAAAGACCCTCAACAAGTTGACCCTACAGAACAGGACCACAAC- - - - - ATT TTAAAAA A

G————T AMTATERGTRTT------------ TTATA TTGTTATAATCCCATCCTCATTTTAATTAACTTTGTAATATTAGTTTAGGA - = = = = = = = - - ACACCCGAAAAGACCCTCAACAAGTTGACCCTACAGAACAGGACCACAAC- - - - - ATT TTAAAAA A
-------------------------------------------------------------------------------------------------------------- ACACCCGAAAAGACCCTCAACAAGTTGACCCTACAGAACAGGACCACAAC- - - - -ATT TTAAAAA A
TTGTTATAATCCCATCCTCATTTTAATTAAATTTGTAATATTAGTTTAGGA - = = = = = = = - - ACACCCGAAAAGACCCTCAACAAGTTGGCCCTACAGAACAGGACCACAACTTAAAG CAAGAAA A
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 6577 bp

size: 6577bp; fragments: 1186; full length: 0 (>=5919.3bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

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