Start crop Point End crop Point

1 MSA length = 1117 1

AATTAACACTGATAGAGAAAATCAAATTAATGGTATTACTCTAATTAAAAT - - - - - - TAAAAABAAAAAAAGAAAGCGTGAAIGTTGTCTTTTGAAACGTTACAAAACT T
TG TAACACTGATAGAGAAAATCAAATTAATGGTATTACTTAATTTAAAAT - - - - - - - - - - TAAAA - - - = = = = = = - - AAAACG|GAACGGTGTCTTTTGAAACGTTACAAJJATEC T
AATTAAACTGATAGAGAAAATIIAAATTAATGGTAJTACTCTAATTTAAAAT - - - - - - - - - - A-------- AAAAAAGAAAGCGTGAACGGTGTCTTTTGAAACGTTACA- -ATHT C
AATTAACACIIGATAGAGAAAATCAAATTAATGGTATTACTCTAATTTAAAAT - - - - - - - - - - TAAAA - AAAAAAAAR - AAAGCGTGAACGTTGTCTTTTGAAAlGTTACAA- - - - - - -« - - - - C
TATTAACACTGATAGAGAAAATCABATTAATGGTATTACTCTAATTTAAAAT - -« -« -« -« - - - - AAAAABAABAAAGAAAGCGTGAACGTTGTCTTTTGAAACGTTACA- -ATTT T
AATTAACACIIGATAGAGAAAATCAAATTAAJGTATTACTCTAATTAAAAT - - - - - - - - - - TAAAAAAAAAAAAAAGBAAGCGTGAACGTTGT T TTTGAAAMIGTTACA-AG-TT T
AATTAACJCTGATAGAGAAAATCAAATTAATGTATTACTTAATTTAAAAT - - - - - - - - - - TAAA- - - - - BAAAAAGAAAGCGTGAACHT-GTCTTTGAAARIGTTACAAAATBC T
IATTAACACTGATAGAG—AAAICAAATTAATGGTATTACT TAATTTAIAAT ---------- TAAAAAIAA ----------------------------------------- ATTT C
-------------------------------------------------------------- TAAAAAA——IAAAAAGAAAGCGTGAACGTIGTCTTTTGAAACGTTACAIAA—————— T
AATTAACACTGATAGAGAAAATCAAATTAARIGGTATTACTCTARTTTAAAT - - - - - - - - - - TAAAAAAAAAAAAAAGAAAGCGTGACGTTGTCTTTTGAAACGTTACA - —A.TITT ----- T
-------------------------------------------------------------- TAAAAAA - = = = = mm e e e e e e e e e e e e e e ee oo -GTTCHTT e e e
AATTAACACTGATAGAGAAAATIBAAAT TAATGGTATTACTCTAAT TTAAAAT - = - - - -« o & oo st c oLt Lo o _o...._.___._...._._.
IATTAACAITGATAGAGAAAATCAAATTAATGGIATTACTCTAATTTAAAAT ---------- TAAAAAAAAAA AAIGAAAACITIAACGT -----------------------------------------------------------------------
AA - - o s m e e e e e e e e e e e e e e e e e e e e e e e e e e e e TAAAABAAAAAABAAGAAAGCGTGAACRTTGTCTTTTGAAACGTTACAAAAGT TETEEAT TAATG GECTARTATGEE - - - - - - - - - -------------
IA ------------------------------------------------------------ TAAIAAAA ----------------------------------------- ACTERTTTEITT TGACA T TTTTGGCAGECE - - - - - - - - - - - -~~~ -~ =~~~
AG - = = = = = m o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e TAA- - —AI!AAAAAIGAAAGCGTGAACGTTGTCTTTTGIAACGTTACA— CATTIRAT TETT TAACT TCACTA - - - - - - - - - - oo e oo oo o
8 TAAAAAAAAAAAAAAGAAAACGTGAACGTTGTCTTTTGAAAIGTTACAAAAITC TT AAAIAA.TAITIATI

T

-------------------------------------------------------------- T-----AAABIREAAAAAGCGTGAACGGTTIIT TTTGAAACGTTACAAAATTT
T - - - - - oo TAAAAAAAAAAAAAAGAAAGCGTGAACGTTGTCTTTTGAAACGTTARA - —AIET
C

-------------------------------------------------------------- TABABEEEAAAAAAAGAAAACGTGAACGTTGTCTTTGAAACGTTACAAR- - TTlTT TAAGT TIRA T A s e e e
TATTAACACTGATAGAGAAAATCAAATTAATGGIAITACTCTAATTTAAAAT ---------- T oo e e e e - AAGAAIACGTGAACGGTGTCT TTGAAACGTTACAABACTIT A TGET AA-AAAIAA-AITTATI

AATTAACACTGATAGAG - AAATCAAATTAATGGTATTABTCTAATETAAAAR - - - - - - o e Tc@ A AT c cAT @ @A - - - - TATH
AATTAACACTGATAGAGAAAATCAAATIBAATGGMABTACT CTAAT TTAAAAT - - - - - -« oo oot f Lo ooooo.oooLoLoLoo.o...

-------------------------------------------------------------- TAAAAAAAAAAAABAGAABGCGTGAACGTTGTCTTTTGAAACGTTACA - - GTTIT T ™A AR T T e
TATTAACACTGATAGAGAATATCAAART AATGGTATTACT CTAATTTAAAAT - - - - - -« c o m ot ottt oo T CAAAT TGTCTA- - - - - - - AABGGTTABTAATGTARTTATE

-------------------------------------------------------------- TAAAAAABBAABABAGAAAGCGTAACGTTGTCTITGAAACGTTACAAAATTCIT
A = o o s e e e e e TAAAA- - - - AAAAAAGAAAACGTGAARIGT -GTCTTTTGAAACGHTECAAAATTTHT
AG-TAACACTGATAGAGEATABCAAATTAATGITAT TACT CBAAT T TAAAAT - - - - - s -t m e e ATTTETT

117N y |

AATTAACA TGATAGAGIAAATCAAATTAATGGTATTACTCTAATTTAAAAT
AGTTAAIA TGATAGAGAAAATCAAITTAATGGTATTACTCTAATTTAAAAT ---------- Toem e - - .AIAA AAAIGTGAACGTTGTCTTTTGAAACGTTACA——GTTT T
AA - ¢ o s m e e e e e e e e e e e e e e e e e e e e e e iiioa oo TAAIAAAAAAAAAA GAAAGCGTGAACGTTGT.TTTGAAACGTTACA——ACTT T

L e e I e e R

AGTTAACACTGATAGAGAAAATIAAITTAATGGTATTACTCTAATTTIAAAT
AA- - - - - - CTGATAIAGAAAATCAAATTAATGGTAT.CTCTAATTTAAAAT

-------------------------------------------------------------- TAAAAAA
-------------------------------------------------------------- TAAAAAA

AAAAAAGAAAGCGTGAACGTTGTCTTTTGAAACGTTACA- -GTTTIT TARTR TR - ------- - - e
AAAAAAGAAAGCIITGAACGTTGTCTTTTGAAACIBAIBAAACTC T L -

-------------------------------------------------------------- TAAAA - AAAAAAAAABAAAGCGTGIRACGTTGTCTTTTGAAACGTTACAABGTECH T TEERCcA BE T BTCEE- - - - - ------------- - -
R TAAAAAAAAAAAAAGAAAGCGTGAACGTTCBTTETEM- - - - -------- o - 15
I
A - o o o m e e e e e e e e e oo TAA- - - = oo s e e e - GTGAAMGGTGRCTTTTGAAACGTTACAAAAT T TT TN - - - - - - - - oo e e c
AA - o e e GTATTECTCTAATTTAAAAT - -« -« - - - - TAAAA - - - - ABAAAAGAAAGCGTGAACGTTGTCTTTTGAAACGTTACA - = - = - = - oo o s s o s ot oo oo oo oo
AGTTAACACTGATAGAGAAAATIJAABTTAATGGTATTACTCTAATTTRAAAT - - - - - - - - - - TAAAA - = - - == - == - = - AAACGTGAACGGTGRCTTTTGAAARGTTACAAAAT TIRET TG A A BTRRA rERATTTTTAAAR- - - ----------------
AATTAACACTGATAGAGAAAATCAAAT TAATGGTAT TACTCAAT TTAAA =T - - - - - oo oo oot f oo o oo...._.___._...._._.
GCATAACACTGATAGAGAAAAT CAAATTAATGGTATTACTCTAATTTAAAAT = - = - - - o & oo -t ot oL oL Lol
-------------------------------------------------------------- TAAAA - AAAAAAAATIAAAGCGTGAACHTTGTITTTTGAAACGTTACAAAGT TTIRT TR T AT B8 CFTTTATAST A AT/ GTT - - - -B8T/G7- - - -
A = = o o e e e e e e bbb e e e e e e e e e e e e e e e e e e e e e e e e bbb e b e e e e e e e e e e e e
AA - o e GTATTECTCTAATTTAAAAT - -« - -« - - - - TAAAA- - - - ABAAAAGAAAGCGTGAACGTTGTCTTTTGAAACGTTACA- = - = o cmmmemm o m e oo ALBARGAA ARG ARAT - - - - - - -
Y @ A BG----------- AAAACETGAACGTTRTETTTTGAAACETRACABAATTTETIRGET ™A BT TTECTG- - - - - - - AAIAIAAAIAITAITTATI
AGBTAACACTGATAGAGAAAATCAAAT TAATGGTATTACTCTAAT TTAAAAT - = - - - -« o c oo oo oo C Lo Lo o_oo..o.__._.-..o.o.o.
AA- - - - - - CTGATABAGAAAATCAAATTAATGGTATBIBCTCTAAT TTAAAAT - = - - - -« oo oo oo Lo L. o _oLoL.oiooLoLoLoo.oo...
AATTAACACTGATAGAGAAAATCAAAT TAATIGTATTACTCTAAT TIAAAAT - - - - - oo oot oo _._.-...._...

-------------------------------------------------------------- TAAAAAAAAAAAAAAGBAAGCHTGAACGRIB- - - - - - - - - - - o e e e

R R g AAGAAAGCGTGAA- - - -GTTTTTGAAARGTTACAAAATT T T ECEEC ABCE BT celE- - - - - -----------------------

T——AAAAAIAAAAAAGAIAGCGTGIACGTTGTCTTTTGAAACGTTACA——ATTTITT
TT

AIIT
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 1117bp; fragments: 110; full length: 2 (>=1005.3bp)
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After TEtrimmer 1117 bp
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 1396bp; fragments: 82; full length: 0 (>=1256.4bp)
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divergence to consensus (%)
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TE: rnd_4 family 2185

size: 1040bp; fragments: 79; full length: 4 (>=936bp)
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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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