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1 MSA length = 3349 1
------------------ -TTGC.G.— - TCTGTATAATAAAT T T - - c = s e e e e e e e o= - TTTTAGCAATTHAATAATAAAAACACAGAACC----------TATCTTCCCAAAAACAAATCAATTTTGTTTATATAATCATATTTCTAACA

TTTTAGCAATTEWAATAATAAAAACACAGAACC - = = = = = - = - - TATCTTCCCAAAAACAAATCAATTTTGTTTATATAATCATATTTCTAACA
TTTTAGCAATTEWAATAATAAAAACACAGAACC - = = = = = = = - - TATCTTCCCAAAAACAAATCAATTTTGJTTATATAATCATATTTCTAACA
----------------------------------------------------------- TTTTAGCAATTEAATAATAAAAACACAGAACC----------TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA

ACTAGTTGAATTATITTT TCTGTATAATIGATTC————T—— TTTTAGIAATT AATAATAAAAACACAGAACC---=-=-=-=-=--- TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA
ITTAG ———————— TTATT Ol B I R T R T R R L I N TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATAITTCTAACA
—————————————————————————————— ATTT-=------ TTTTAGCAATTEAATAATAAAAACACAGAACC----------TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA
ATTAGTTGAATTATT - - - A TCTATATAATAAATITTATTTAA TTTTAGCAATTEAATAATAAAAACACAGAACC----=-=----- TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAAC

ATTA-TTTGATTATT -- - AGETGTEN- ------ - GAATIATAA ——————————— TTTTAGCAATTHMAATAATAAAAACACATAACC----=-=----- TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA
TTTTAGCAATTHMAATAATAAAAACACATAACC----=-=----- TATCTTCCCAAAAACAAATCAATTTTGTTTATATAATCATATTTCTAACA

TTTTAGCAATTHAATAATAAAAACACAGAACC

ATAA- - -TAATEATTATA CllcTACACEA- -TTTAATTETA TTTTAGCAATTIIAATAATAAAAACACAGAACC

ATAAGTTTGATTATTTT - - -TGTATBATA- - TBCTATGT - - TTTTAGCAATTEAATAATAAAAACACAGAACC - - - - -~ - - - TATCTICCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA

------------------------------ ATTT----m--- TTTTAGCAATTEBATAATAAAAACACATAACC----------TATCTTCCCAAAAACAAATCAATTTTGTTTATATAATCATATTTCTAACA - = = = = = = = = m m e e e e e e e e e e e e e e e e e e e e e e e o
----------------------------------------------------- .AACACAIAACC S e - ------TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACA TAG-

ARTETAAATACTA- - TTTTTTTTTARNTA- TABTTTTAGCAATTJAATAATAAAAACACATAACC - - - - - - - - - - TATCTTCCCAAAAATAAATCAATTTTGTTTATATAATCATATTTCTAACAITA

ATTAGTTTAATTITTATA
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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