Start crop Point End crop Point

1 MSA length = 839 1

———————————————————————————————————————————————————————————— TTACTTACATCCAGGITGAAGAAAACGAACAAGA.AAGATCAIGAAGAAGAAGAAGATCAAGAAGAACAACAAGAAGAAGTATTTGAAGGTTATGAATC

TA--TTGTTTTAA

TACITTGTTTTAT TCTTCTTGATCTTTCTTGTTIGTTTTCTTCTGGATTAAGTAAATTGCGTC —————————— TTACT - - —ATCCAGGATIAAGAAAACGAACAAGACGAAGATCAAGAAGAAGAAGAAGA—CAAGAAG ACAACAAGAAIAIGTATTTGAAGGTTAIGAAT
TA---=------- Al U I BRI R T I I R R TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGAAGAAGAAGAAGARCAAGAA AAIAACAAIAAGAAGTATTTGAIGGTTATGAAT
TACTTTGTTTTA TITTCTTGATCTTTCTTGTTCGTTTTCTTCTGGATTAAGTAAATTGCGTC —————————— TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGAAGAAGAAGAAEE TCAAGAAGAACAACAAGAAGAAGTATTTGAAGGTTATGAATC

AT T T TTTAABE T TEE - - - - - - - - - - - - - s oo s s oo oo TTACTTACATCCAGGATGAABABAACGAACAAGAC- - -« -« - v v oot CAAGAAGA - - - - -~ - - - ACAACAAGABGAAGTATTTGAAGGTTATGAATC

TACTTTGTTTTAT TCTTCTTGATCTTTCTTGTTCGTTTTCTTCTGJATTAAGTAAATTGCGTC- - - - - - - - - - TTACTTACATCCAGGATGAAGAAABCGAACAAGACIAAATCAAGAAJAAGAAGAAGATCAAGA - - - - - - - - AAIAAGAAGTATTTGAAGGTTATGAATC

------------------------------------------------------------------------------- g TCCAIGATGAAGAAAACGAAIAAGACGAI!ATCAAGAAGAAGAAGAIGA— S —AGAAIAACA‘A.AAGTATTTGAAGGTTATGAATC

---------- ITTTCITGTTCGTTCTTTTITGGAITTIGIAAAITGTITC——————————TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGAAIAACAAGAAGATCAAGAAGAACAATAAGAAGAAGTATTTGAAGGTTATGAATC

------------------------------------------------------------- TTACTTACATCCAGGATGAAABAACGAACAAGAC- - - - - - ---------CAAGAAGA---------ACAACAAGABGAAGTATTTGAAGGTTATGAATC

------------------------------------------------------------ TTACTTACATCCAG|TGAAGAAAACGAACAAGARBIGAAGATCAAGAAGAAGAAGAAGATCAAGAAGAACAACAAGAAGAAGTATTTGAAGGTTATGAATC

------------------------------------------------------------ TTACTTACATCCAGGATGAAGAAAAJAACAAGACGAAGATCAAGAAGAAGAAGAAGH- - - ------------------AGTATTTGAAGGTTATGAA|§

----------------------------------- THTGGATCTITAAATTGCGTC- - -« - - - - - -TTACTTACATCCAGGATGAAGAAAACGAA- - - - = -« -=-=----------GAAGAAGATCAAGAAGAACAACAAJAAGAAGTATTTGAAGGTTAGAATC

------------------------------------------------------------------------------- TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAIGATIAAGAAGAAGIAGAAGATCAAGAAGAACAAC———AAGIAGTATTTGAAGITTATGAATC

------------------------------------------------------------ TTACTTACATCCAGGATGAAGAAAAJGAACAAGAC- - - - - - - - - --- - - -GAAGAAGATCAAJAAGAACAATAAGAAGAAITATTTGAAGGTTATGAATC

-------------------------------------------------------------------------------------------------------------- TTACTTACATCCAGGATJAGAAAACGAACAAGAJAAGATCAAGAAGAAGAAGAAGATCAAGAAGAAC - - - AAJJAAGAAGTATTTGAAJGTTATGAATC

TCTTCTTGITITTTCTTGTTCGTTTTCTTCTGGITTAAGTAAATTGCGTC ---------- TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAIATCAAGAAGAAGA.AAIA ------ AIAACAACAAGAAGAAGTATTTGA GTTATIAATC

------------------------------------------------------------ TTACTTACATCCAGGATGAAGAAAACGAACAAGARJGAAGATCA- - - -« -« -------- - - -AGAACAACAAGAAGAAITATTTGAAGGTTATGAATC

A TACTTTGTTTT-------- TCTTCTTGACTTCTTRTTCGTTTTCTTCTGGATTAAGTAAATTGTGTC- - - - - - - - - - TTACTTACATCCAGGATGAAGAAAARIGAACAAGACGAAGATCAAJAAGAAGAARA - - - TCAAGABGAACAATAAGAANA IIATTTGAAGGTTAT AATC

A T-CTTTGTTTTAT TCTTCTTGATCTTTCTT TTIGITCTTTICTGGATTAAITAAATTGCGTC ---------- TTACTTACATCCAGGATGAAGAAAACGAAIAAGACIAAGATCAAG AIAAGAAGAAGA—.AGAAGAACAACAIGAA AAGTATTTGAAIGTTATG ATC

ATCETCEAGEE - - - - - - - - - - ABRA T TACG - - - - - - - = = = = = = = o= o oo m e e e e e e e e e oo oo TTAITTACATICAGGATGAA—IAAACGAACAAGACGAAGATCAAGAAGAAGAIGAA.TCAAGAAGAACAACAAGAAGAAGTATTTGAAGGITATGAATC

A TA--TTGTTTTAAGETE TEEE - - - - - - - - - - - - - - - - - oo o e e e e e e e e e e e e e e e e e e e o s TTACTTACATCCAGBATGAAGAAAACGAA- < -« - w-mmmmaaa e GAAGAAGATCAAGAAGAACAACA- - - -GAAGTATTTGAAGGTT|TGAATC

A A—TT.TTTTAA ------------------------------------------------------------ TTACTTACITCCAGGATGAAGAAAACGAACAAIAC --------------- CAAGAAGA - - - - - - - - - ACAATAAGAAGAAITATTTGAAGGTTATIAATC

A TACTTTGT === -mmmm -~ - TCTTCTTGATCTTTCTTGTTCGTTTTCTTCTGATTAAGTAAATTGCGTC - - - - - - - - - TTACTTACATCCAGGATGAAGAAAACGAACAAGAIIGAAGATCAAGAAGAAGAAAARA--------- ACAACAAGAAGA - = = = = = == m e mm e e e o - TC

A TTACTTACATCCAGGATGAAGAAAACGAA - = = = = = = = = m e e e e e e e e e e e e e e e e e e e e e e e m o GAAGTATTTGAAGGTTATGAATC

A TTACTTACATCCAGGATGAAIAAAICGAACIAGACGAAGATCAAGAAGAA --------------------------------- TTTGAAGGTTATIAATC

-------- ARA - - - - - Lo TTAFATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGA- <=~ ---------AGAAAAC- - - AAGAAGAAGTAGEBTGAAGGTTATGAATC

A A TA--TTGTTTTAAGE TE TG - - - - - - - - - - - - - - - - - - o o o o o o e e e e e e e e e e e e TTACTIACATICAGGATGAAGIAAACGAACAAGAC --------------- CAAGAAGA - - - - - - - - - AIAACAAGAAIAAGTATTTGAAGGTTATGAATC

A TACTTTGT == -mmmm -~ - TTACTTA-ATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGAAGAAGAAGAAGA - - = = = = = = = = m e e e e e e e e e e e e e e e e e o e AA

A TA--TTGTTTTAAGE TG - - - - - - - - - - - - o o o e o o o e o e o e e e e e e e e e e e e TTACTTACATCCAGGATGAAGAAAACGAACAAGAC - - - - - - - - - GAAGA - CAAGAAGA - - = - - = - - - ACAACAAGAAGAAGTATTTGAAGGTTATGAATC

A TTACTTACATCAGGATGAAGAAAACGAACAAGACGAAGATCAAGA - - - = === == c-x o= AAACAACAAGAAGAAGTATTTGAAGGTTATGAATC
A TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAGATCAAGAAG - - = = = == = = = = = = = - - AL

ACAACAAGAAGAAGTITTT AAGGTTATGAATC
TTACTTACATCCAGGATGAAGAAAACGAACAAGACGAAGATCAIGAAGAAGAAGAAGATCAAGAAGAACAATAAGAAGA— --- TTTIAAGGTTATGAATC
TTACTTACATCCAGGATIAAGAAAACGAACAAGACGAAGATCAAGAAGAAGAAGAAGITCAAGA GAACAACAAG - —IAAGTATTTGAAGGTTATGAATC
————————————————————————————————————————————————————————————————— TACATICAGGATGAAGAAAACGAACAAGACGAAGATCAAGA— ------=--------AGAABEAC - - - ABGAAGAAGTATTTGAAGGTTATGAATC

----------------------------------------------------------------------------------------------------------------------------------------- TRTECEATEATAE TACCCAGTEEG ' TACAARATAARCCTAA
TTA GATGAAGAAMAC ABGAAGATCAAGAAGIIA - - - - - - - - oo TTTGAAGMTTATGAATC

‘ ' ----- AIAALMGI!IAAGAICAAIA ---------- LGAAI ETAAG.;IAGTEITIGAA GTm
----------------------------------------------------------------------------------------------------------------------------------------- AA AAlA ARAG A AC

GIA T.G AIT TTGAA




art crop Point

" AR e R RH IIII\IIIIIII'
|I (HH | ( | IIIIIIIIIIIIIIIIIII mmmm”mmwu)
(RN 1 18I ERTITTE EAE ] VI T

Wl WL LR _ . | |
| RO | CLLHED [| 10T
1Bl il | '_..|._|
il 1l I T (0T
| 1 | | |
Il (T | il il
I||| | I nmonme mm g ! | | 1
| 10 | LR R AT Ty | |
10 - MO0V Tm T R . | I 1
f Iﬂl ......... ol BB \I '. FREE Rl TR R R
I M0 10O T | 1l | | | IR ]
Il I|rl I K IIIIII|IIIIIIIIII IIIIIIIIIIII | |" | | | | |
W | 1 il il | il
| | I Lt |
20 | || ||||| 1l
| |||||| ' Il '

L - i |
i , e it
| | |

|




ed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_cl.

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_5 family 15403
size: 966bp; fragments: 1083; full length: 1 (>=869.4bp)
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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 10/10/25)
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