Start crop Point End crop Point

1 MSA length = 4036 1
------------------------------------------------------------ TTCAATACGCCTATGATGGTTGCHCATGTTGCAAAATCTGTGAATTTTT RGN - - - - - - - - - - - -

------------------------------------------------------------ TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT- - - - -TfTTTT-
T-TTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCETCTTTG- - -------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT - ===~~~ - - TTAR-
TRTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT

TTTTAGTATTGAAAATACTTCTIGClGCGTTTATATGGGACCCATCTTTG - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAlTTI@TT
TTTTAGTATTGAAAATACT TIITGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATJCICCBATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
T-TTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG = - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG = - = = = = = - - TTCAATACGCCTATGATGGTJGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATC-TTG= == ===~~~ - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT - - - - - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGJGACCCATRTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTT T mm s mm e oo e e e o - -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATITTTG ---------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTET
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- === - - -~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT TATGEN TREEHER A - - ---------------
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- === - - -~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT ITAT ---------- I!! -----------------
------------------------------------------------------------ TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTTAlTTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TR T TAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCETATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCHGCGTTTATATGGGACCCATCTTTG -« - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT --TCTTA-TTAT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- === - - -~ - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT ———TTICITAITTIT ------------------
CGTAGTTGT

TTETE8A -

-TTTTTTAT

TTEGAGTATGT - -TTAAWG
TTEGAGTATGT - -TTAAWG

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTEHNR - - - TT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT T/MENNGH - - - - - - - - TTA- -
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGJCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
------------------------------------------------------------ TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAlTTTTTT
A-BAATTIE T T T TAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - -« - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
A----TTTT---TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG------- - -- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
----------------------------------------------- BT - - - - - - - .. .TTCAATACGCCTATGABGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATTGTAlfTTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
------------------------ - -TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
----------------- TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------- TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT

- - -TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- = = = = = - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAlTTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATITGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTG- - -------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAlTTTTTT
TRTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - = = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------- - -TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
---------------------------------- TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGECCCATCTTTG- - --------TTCAATACGCCTTGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
---------------------- TTTTAGTATTGAAAATACTTCTJGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - -TTCAATACGCCTATJATGGTTJCGCATGTTGCAAAATCTGTGAATTTTT
-------------------- -AAA- - - -ElT TTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG----------TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
---------------------- ATAA-T---lBll- TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- -~ -------TTCAATACGCCJATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT- - - - - -
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTCAATACGCCTATGATGGTTGCGCATTTGCAAAATTGTGAATTTTT
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAlTTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - - = = = = = - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATJGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG -« - - - - - - - TTCAATACGCCTATGATIGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG

4 4 4 4 4 4 -4 < -
OO0 4440000 -0 -

TTTTAGTATTGAAAATAITTCTGGCCGCGTTTATATGGGACCCATITTTG
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGIACCCATCTTTG

------------------------------------ ITTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
THG----TTTT---TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
------------------------ TTTHA - - - . ; TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
TTTHA - AAATT - - TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
----------------- AAA.T-T TTTHA - AGATTT TTTIAGTATTGAAAATACTTCTGICCGCGTTTATATGGGACCCATCTTTG

----------------------- G-AGAJ- - - - T TTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG
-TAAATTTT TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------- GTAAA- - - - - TTCAATACGCCTATGATGGTTGCGCATGETGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAJJTACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATIGGACCCATCTTTG- -« -« -« - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == === -« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
------------------------------------------------------------ TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTJGCAAAATCTGTGAATTTTTT
- - —GA]TT.TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG ---------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
A-GGAIMTT

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG - == ===« - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
-------------------------------------------------------------------------------------------------------------- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT

T C TCR- -GAATTE - T TTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG- - - - - - - - - - TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT
AABAATGER TG - - TTCABCET T THRT T - TAAAT TTT = = - = = - = = o o o o m oo e e o e oo e o e e e e e e e oo TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTTT

TTTTAGTATTGAAAATACTTCTGGCCGCGTTTATATGGGACCCATCTTTG-=-=-=-=-=-=-=--- TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
TTTTAGTATTGAAAATACTTCTIGCCGCGTTTATATGGGACCCATCTTTG

TTCAATACGCCTATGATGGTTGCGCATGTTGCAAJATCTGTGAATTTTTT
TTCAATACGCCTATGATGGETGCGCATGTTGCAAAATCTGTAATTTT -« - o m o e e e

TTCAATACGCCTATGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT TN - - - - - - - - - - - - TOHTETTAT- - - ----- -
TTCAATACGCCTATGATGGETGCGCATGTTGCAAAATCTGTAATT T T - - v c v m e oo R
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

size: 4036bp; fragments: 42069; full length: 1 (>=3632.4bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)

After TEtrimmer Extended plot Blue lines are boundaries

size: 4338bp; fragments: 41892; full length: 0 (>=3904.2bp)
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TE: rnd_4 family 558

size: 2591bp; fragments: 4512; full length: 30 (>=2331.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Before 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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