Start crop Point End crop Point

1 MSA length = 2114 1

—————————————————————————————————————————————————— TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG——————————TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA————————————
TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG-=--=-=--=---- TIAAAAAATTCGGAGGTAAGA—IGTATTTTTCGCTTCAATGACTGCACTA
———————————————————————————————————————— TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG----------TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG---=-=------ TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
———————————————————————————————————— GIGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG——————————TAAAAAAAITCGGAIGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG---=-=------ TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
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--------------------------------- TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG——————————TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA————————————
---------------------------------------- .TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG— e e oo —TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA-AIATIA
----------------------------------- TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - ---=--- -TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCT TCAATGACTGCACTA = = = = = & & o o o o e o e f d e f e e e e e d e e e e e e i e e e e oo e

------------------------------- -T-TAGTGCAGTCATTGAAGCATIATTGCTCCGAATTTTTTTACTGTGAACCG
----------- TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG
----- TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTACTGTGAACCG
TAGTGCAGTCATTGAAGATTATTGCTCCGAATTTTTTTACTGTGAACCG
TAGTGCAGTCATTGAAGCATJATTGCTCCGAATTTTTTTACTGTGAACCG
AlTTA TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
I!AITTA TAGTGCJGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAG|TAAJJACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
------------------------- .- ---------TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTJAATGACTGCACTA
g TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
—T‘TT TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTJAACCG- - -------- TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - -~~~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTJAACCG- - -------- TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTJAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGARCCG- - -------- TAAAAAAARTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTJAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
----------------- AT T A TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG----------TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
-ATTAIATITIAA.— —HT‘A TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - -~~~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
AGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG--------- - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - -~~~ -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TIAAAAAATICGGAGGTAAIA-TITICICTTIA ------------
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTT T TTACTGTGAACCG - = = = = = = = = = = = = = =@ m m o m e e o e o e o e m e o e @ e m e @ e @ e m e @ e @ e @ e @ e e e m e m o m m e e e m e @ e m o m e e e m e e e e e e e e o
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - -~~~ -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTC-ATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGJACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACHA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
T-AATHATTCHTT TAGTGCAGTCATTGAAGATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTAIREE- - - ABATTARTCHARE A B FCHE - - - - - - -----------
- -AAGAG- TTATTEITT----ATTACTEA - - - - - - TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA TTT
TAGTGCAGTJATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TIAAAAAATTCGGAGGTAAGICCGTATTTTTCGCTTCAATGACTGCACTA ST
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - ----- -~ - - THAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTARTEERE - - -BTANE TBCElEAA TR TACERNRNIEE - - - - - -----------
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - ------ - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTATEENGE 8- - -FT TH A B A NG B TN - - - - - - -----------
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - ----- -~ - - TAAAAAAATTCGGAGGTAABACCGTATTTTTCGCTTCAATGACTGCACTATATGTA - - - - - -7 TAATAGA TTEGATTTAT - - - - - - - - - - ---------
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - ----- -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTARGIRENG - - - - - -BE BRIl A TR TACARCHM- - - ----------------
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACIIGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAAT TCGGAGGTAAGACCGTAT = = = = = = = = = m m o m e e @ e e e e e e m m e @ e e e m e e e e e e e e e e e e e e e e e e e e o
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCAT
TAGTGCAGTCATTGAAGCATTATTGCTCCGATTTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAAJJGACTGCACTA
TAGTGCAGJJCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGACCG- - -------- TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAARTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - -~ -~ - - TAAAAAAATTCGGAGJTAAGACCGTATTTTTCGCTTJAATGACTGCACTA
TAGTGCAGTCATTJAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TIAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
----- TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG- - - - - - - - - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTAATGACTGCACTA
------ TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG----------TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
TAGTGCAGTCATTGAAGCATTATTGCTCCGAATTTTTTTACTGTGAACCG - - - - - -~ - - TAAAAAAATTCGGAGGTAAGACCGTATTTTTCGCTTCAATGACTGCACTA
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Start crop Point End crop Point
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 2114 bp
size: 2114bp; fragments: 660; full length: 0 (>=1902.6bp)
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bed g 1.bed fm 1.bed 0 0 n.bed g 1l.bed fm 2.bed 0O O bclin.fa
size: 2418bp; fragments: 660; full length: 0 (>=2176.2bp)
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divergence to consensus (%)

TE: rnd_5 family 14037

size: 1397bp; fragments: 352; full length: 106 (>=1257.3bp)
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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)
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