Start crop Point End crop Point

1 MSA length = 8439
--------------------- T---------AA TTEMTE- ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
----------------- AATTTTAAAT ---I- TT ——AIGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
--------------------- TIAAATT ————————————————————ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTICTGT

------------------------------------------------------------ BrrcatrrraacTeTCTCACcaTTTARAATTTTCCTRT
-AA— ; —-T.TAATTITAAATT—TTA.T_TTTITA— - TGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTG
-------------------------------------------------- TGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT ----------TAAAAAAATCAAGATCGTATCTGTCAATTGACGTTAAAAATTTTGTAGAAAT

------------------------------------------------ TTTGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT----------TAAAAAAATCAAGATCGTATCTGTCAATTGACGTTAAAAATTTTGTAGAAAT
---------------------- T--------AAGTTECHATCH GG A -ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAAT TTTCCTGT =« -« -« w s s e ettt o oo AT
e s TTAART T T e e ATGTACAGGGACATCATTTTAAGTGTCTCACTCGAT T TATAAT TTTCCTGT = - = = = = = - = & s s s m s o e o e o e m e f e ot e e e e et e e oo oo oo oo oo o e oo AT

AAATTT- - - -
AAART - - - - -
AAATTT - - AA

-ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT -=-=-=--=-=---- TAAAAAAATCAAGATCGTATCTGTCAATTGACGTTAAAAATTTTGTAGAANRT
——AIGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT —————————— TAAAAAAATCAAGATCGTATCTGTCAATTGACGTTAAAAATTTTGTAGAANRT
T--ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT --=-=-=------ TAAAAAAATCAAGATCGTATCTGTCAATTGACGTTAAAAATTTTGTAGAANRT

-A-TTGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT - ----=-- - - TAAAAAAAIAAICGTATCTGTCAATTGACGTTAAAAATTTTGTAGAAAT
A—TTGTIC.GIA— —TCATTTTAAGTGTCTCACICIATTTAIAATTTTCCTIT ------------------------------------------------------------
ATATGTACAGGGACATCATTTTAAGTGTCTCACTCGAT TTATAAT TTCCTGT - - - - o e e m et
TA-TTGTACAGGGACATATTTTAAGTGTCTCACTCGATTTATAAT TTTCCTGT - = = -« s - s s o s st oot f oo oo
A-ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
- - - -TGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
TA-ATGTACAGGGACATCATTTTAAGTGTCTCACTGATTTATAATTTTCCTGT
---------------------- ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
------- TTGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
TT.TITITGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT
------------------------------------------------- ATGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT

-T‘— - - -TTAAATT - - —IAIT_TT TA-TTGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT

A THAG- - - - - - - - - - oo TTTRTATATGTACAGGGACATCATTTTAAGTGTCTCACTGATTTATAATTTTCCTGT
TATTTTAA.T— - —-T_TT T--- —GTACAGGGACATCATTTTAAGTITCTCACTCGATTTATAATTTTCCTGT
------------------------------------------------ TTTGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTCCTGT

AATITTAAATI—TTAA A T ———TTGTACAGGGACATCATTTTAAGTGTCTCACTCGITTTATAATTTTCCTGT
AATTTTA.TTTTTA T TTT TITTIGTACAGGGACATCATTTTAAGTGTCTCACTCGATTTATAATTTTICTGT

ATTARAC
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2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_

size: 8439bp; fragments: 134755; full length: 1 (>=7595.1bp)
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ed g 2.bed fm_Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 8798bp; fragments: 130622; full length: 1 (>=7918.2bp)

— g § ] & //
& = 8 7 ®
<
— — ~

’\a — — B ;g—__ 8’
S o | P = —————— - S o,

N ———— R ———— o S |
‘£ e —— = 8 - § 3 _>—)
7 — —— —— ———— S o >
c ;_ ——— T —— = — - — ~~ 45 )
SR ———— E — = —
o - | = =——w=e_ | ——— o)) ) \ /
© —_ —— | p——— 2 o =
o ———— — 3 E —— c 8 n ©
o ===1 ] g £ 3 &
C o | i | (&) %
> " 5 = = 7 x
— (®)
o = E (&
> E o o
.-5 é === 8 = |L|_J 8 T

0o ; :;:_———:: 9 N S

- — == - = —= s
— 1 /ﬁ x No TE domain detected
o T T T T o T T T T o T T T T T T T T
0 2000 4000 6000 8000 2000 4000 6000 8000 0 2000 4000 6000 8000 0 2000 4000 6000 8000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



divergence to consensus (%)

TE: rnd_4 family 813

size: 1869bp; fragments: 45919; full length: 71 (>=1682.1bp)
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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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