Start crop Point End crop Point

1 MSA length = 1107

------ ATACAGGGTGTTTCAIAACAAATGCGAIAAACTTTAAGGGIGATTCTTGT——————————AA———-----------------------------________________ GTTTATATAARAAA TTTATTTTTA
T e e o o e e e e e il TTTRTARA TRAAA GT

---------------------------------------------------------------------------------------------------------------------------------------------------------------- T----GABTTTTGA GTTCATA.T AATAIR T TTARTTTTA
-------------------------------------------------------------------------------------------------------------- AAATEIAAAATARAACATTATTTTTCCGCCATCTTTTAGCTIRCTAAT Teoommm o - - GTTTAATAARAAA T T
---------------------------------------------------------------------------------------------------------------------------------------------------------------- GTTTATAIAA AAA TTTATTTTTA
------------------------------------------------------------ CERTEEA TATRAA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CAGTATATEAREAA

-------------------------------------------------------------------------------------------------------------- GTTTATAT- - - -AA

_TATACIGGGTGTTTCAAAACAAATGCGAAAAACTTTAAGGGTGATTITTGT TTIAIAIA
-------------------------------------------------------------------------------------------------------------- GTTTATATA TTTATTTTTA

TATACAGGGTGITTIAAAACAAATGCGAAAAACTTTAAGIGIGITTCTTGT TTTATTTTTA

TTTATTTTTA

TATACAGGGTGTTTCAAAACAAATICGAAAA CTTTAAGGGTGATTCTT
ATACAGGGTGTTTCAAAACAAATGCGAAA ACTTTAAGGGTGATTIT

TGA GTTTATATA

AAA

T TTTGA AA TA - TTTATTTTTA
T TTTTG AA A TA TTATTTTTA

------------------------------------------------------------ AGATAAAAAATAAAAACIIT TATTTT T - e o e me e TGA GTTTATATAARAAA
TATACAGHEGEGTTTCAAAACAAATGCGAAAAACT TTAABGG TIAT TCT TGT - - - - - - - - oo m ool
I K
———A AT BT - 1 1 1 1 1 TAATTTTGA A TATTTTT
———A ATT BT - 1 111 1 1 TAATTTTGA ACAC T TATTTTT
--------- AAAMA ATTT - - - -TGAA e AGABAAAAAR - - AAAACABTATTTTCCGCCATCTTTGTACCGCTCCTAA GTRETTA TITTA

AARS T TTGA TTTA TTTTI

IAAIAAAAAATAAAAACATTATTTTTTIGCCATCTTTGTAICGCTCCTAAT TGA
AGATAAAAAATAAAIACATTATTTTTCCGCIATCTTTGTA————TCITAAT TGA
------------------------------------------------------------------------------------------------------------------------------------------ T----GA

TTATTTT - -
CAA ATTTTHEA
TA TTTATTTTTA
CAA TRTATTTT- -
TcTEETBCcCEGETCEC - CEATECCEGE TACTATAA- - - - - - - - - -
T- -

AGATAAAAAATAAAAICITTATTTTTTCGCCATCTTTGTACCGCTCCTAAT
AGATAAAAA - - - - - 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 - -
AGATAAAAAATAAAAATATTATITTTC.CCATCTTTGTAC —————————
AGABAAAAAAT AAAAACATTATTTTT o s s o mme s mme e e e oo

Y TN TN I N

AGAATIRIACIGA T - - - - - - - - - - - - oo oo BT - - - - - o oo e e e e i e i i eiei e eeeeeeeeeeeeeeeeeeeeeeeee e oo - -THERTR TR TREBCAA - - - - - - - TTTATATAA
-------------------------------------------------------------------------------------------------------------- AGAJAAAAARTAAAARICATTATTTTTCCGCCATCTTTGTACGCTCTAAT GETTATATAA TTTATTTTTA
-------------------------------------------------- AAATAAAAAATAAAAATATJATTTTfTCllcAaTCcTTTG|aCCGCTCCTAAT GTTTATATAA TTTABTTE- -
-------------------------------------------------------------------------------------------------------------- AAATAAAAAA - EAJCATTATTTTTCClC- ATCTTTGTACCGCTCCTAAT GTTTATATAA TTTATTTTTA
-------------------------------------------------------------------------------------------------------------- AGATAAAAAATAAAAACATTATTTTTC-GlC----------ccoooo T GTTTATATAA
_AAIA-AC.ATT-AATTTAAA-AIAIAGGGTITTTCAAAAIAAATGCGAAAAACTTTAAGGATGATTITTGT --------------------------------------------------------------------------------------------------------------
------------------------------------------------------------------- AAARCET TAAGGGTGATTCTTIT - - - - - - - - oo ot e oo f Lol
GETTGATGTTTTAATAA TTAATRGATE AAATGCGAAAAAC!ITAIGGGTGATTCTTI ------------------------------------------------------------ TATTTT

---------------------------------------- LT Kl I C S I —_—
-------------------------------------------------------------------------------------------------------------- TTTATTTTT
TATACAGGGTGTTTCAAAACAAATGTGAAAAACTTTAlIGGATGATTTTGT- - - -~ -~ - - - AGATAAAAAATAAAAACATTATTTTTClGCCATETTTGTACCGCTCCTAAT TTTATTTTTA
------------------------------------------------------------ AGATABAAAA - - AAAACATTATTTTTCCG === - mmmmme e m oo TTRATTTTTA
TATACAGGGTIMBTTCAAAACAAATGCGAAAAART TRAMGGGTGATTCT TG- - - - - - - - - - - - s - s m e ot ool
-------------------------------------------------------------------------------------------------------------- THRTACAT
ATACAGIIGTGTTTCAAAACAAATGCGAAAAACTTTAJIGGGTGATTCTTGT - - - - - - - - - - BiATAAAARATAAAAACATTATTTTT- - -[CATCTTTGTACCGCTCTAA- - - - - GA
TTCAAAACAAATGCGAAAAACTRTIRAGGGTATTCTTGT - - - - - - - - - - AGATA - - - s s e e e
------------------------------------------------------------ TTTIAAAACAAATGTIAAAAAITTTAAGGGTGATTITTIT——————————————————————————————————————————————————————————————————————————————————————————————————————————————
--------- CATTCAAAACAAATIBCGAAAAACT TTAAGGGTGAT TCT T = - = - = - o s s s s s o s oot oo oo
TATACAGGGTGTTTCAAAAAAATGTGAAAAT TTAAGGAGATTCTTGT - - - - - - - - - - AGATAAAAAARJAAAAATATTATTTTTCCGCCATCTTTGTACCGCTCCTAATEMERTGARTTTTGA - - TTTATATAAIAAAITA TTTETTTTTA
0 TGA@TTTCGA TTAJAJAARAAA TT------ TA
-------------------------------------------------------------------------------------------------------------- AGATAAAARA- - - - - -CATTITTTTTTCJCBATCTTTGTACCGC - - - - AAT TGARTTTTGA e TTTATTTTTH
-------------------------------------------------------------------------------------------------------------- AGATAAAAAATAAAAACATTATTTTTCCGCCATCJTTGTACCGCTCCTAAT TGABTTTTGA cTTTAfARAA TTEABTTTTA
---------------------------------------------------------------------------------------------------------------- Bl~rananTAAAAATATATTTTCCGCCATCTTTTACGCTCCTAAT TG - ----AMGTTTATATAA TTTATTTTTA

AARIITTCATA- - - - - - - T TEfaTTTTHA
AARTTCATAR T~ ABRT TTTATTTTA

AAAT.AAAAIAAAAACATTIT.TT— - —CIAT.TIGTAICGITC.AAT TCAA ATA AAAITA TTTATTT-TA
------------ ATAAAAAATAAAAATATTATTTTT———CCATITTTGTACCGITCCTAAT TGA

TCA AA GTT ATETEEAA - - TTTHTETT - -

TTTTAA AABMGTTCATATAA AA.TA o IA
ATTIT-— - - -TAAA 0
ACAATTT - - - - - . ------- TITACAGGGTGTTTCAAAACAAATGCIAAAAACTTTAAGGGTGATTCTTGT

-------------------------------------------------------------------------------------------------------------- TTITG
--------- AAA TTTCG




nnnnnnnnnnnn

A IWIIIHHRIIW mnw

I' ':‘i: HH ! ‘\\ H" \ “ | |||... ‘ o
J,' u 1“ a\ i H‘ ‘H * i
L) :: ....... 'IJ. i il I

o il |'|”:.u|: i "
Hmﬂrlu ‘I'I[il ﬂ'"'fw mnmﬂ ||"]'|! !| ! ||||’|' '|5| | " ) !!!|

WM mmﬂ Iﬂiﬂ M G 'r h e e AT

6‘*% mmmm_ﬂr nmﬂm f \ EL !Hi‘flli[ || '||'i |'|”‘"|" oo | 1y T

B H"' i it e
1 rw il

L

‘\‘ “|

M il

i Hw Pl - nall”
{ ! ' _w;,;:_mmuﬂ.“lﬂ
\\ m ek s e B, R

- h[llllll[ll B

80 -
i I 0 W
, .MI' | vl
0 200

o




».bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1107 bp
size: 1107bp; fragments: 12570; full length: 7 (>=996.3bp)
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size: 1430bp; fragments: 12473; full length: 0 (>=1287bp)
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TE: rnd_4 family 176

size: 546bp; fragments: 253; full length: 0 (>=491.4bp)
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