Start crop Point End crop Point

1 MSA length = 1237 1

A- - - AAAAAT - - - TACAGGGTGACCCARBGCTTCCGARAAAGCTCTATATTAGGET TTTGGT TTGTGAT TTT@AT T T AAT TT =TT - - oo et n ot oo AA
AR--------o - BB cceTGATTCAGGCTTCCGAAAAATB TR TATAT TABGT TTTGGT T TGTGAAT TTAT TTCAATTT = TT = w m = s s = s m o s s s s s oo s oo oo oot oot oot oos oo oo AA TTTTA
A—IGAA——— TATABAGGGTGACCCAGGCTTC GAAAAAGCTCTITATCAGGTTTT GGTTTIAIATTTT ---------- TTTTTATTI
TG C.AGICTTC ———————————— .CAGGITTTTGITTTGTGATTTT N i 7NN e s e U TTTITATTTATTATA
ATABAGG ACCCAGGCTTCCGAAAAAGCIITITATT.GTTTTTGGTTTGIGATTIT ATTTEAATT--TT
TATACAGGGTGACHCAGGCTTCCGAAAAAGCTITATATTAGGTTTTTGGTTTGTGATTTRATTTCAATTT-TT
TATACIGGGTIAC!iAG .....................................................

—————————————— ITACAGGGTGACC A TTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTHETGATTTT

AAAAA - - -BBITATACAGGGTGACCCAG CTTCCGAAAAAGCTITATATTAGG TTTTGGTTT!IGIATTT
TATACAGGGTGATTCAGGCTTCCGAAAAARCTCTATATTAT TTTTGGTTTGTGAATTT
TATACAGGGTGATTCAGGCTTCCGAAAAAICTCTATATTA TTTTTGGTTTGTGAATTT
A ———AAAAAT———TACAGGGTGACCCAIGCTTCCGAIAAAGCTCTATATTAGG TTTTGITTTGTGATTTT e B B I I R I I I A SRR R TTTAT--ACTATA

AN - - —GAI— - - ATA-GGTGACCCAGGITT.GAAAAAGCT TATATCAGGTTTITGGTTIGAGATTTT TTTTTIT.ACTATA
ABAAAAAAAATETIITACAGGGTGATTCAGGCTTCCGAAAAAGC CTATITTAGGTTTTTGGTTTGTGAATTT ---------------------------------------------------------------- TTTRTATTT
ABEIA - AAAAAT TATACAGGGTGATTCAGGCTTCCGAAAAAGCTCTATATTAGGTITTTGGTTTGTGAATTT -------------------------------------------------------------

A---AGBAAGH- - - TACAGGGTGACTCAGGCTTCCGAAAAAGCTETATATTAGGTTTTTGGTTTGTAATETBAT TTCABT T - - T~ - - - - - - - - - o oo oo m oo
AlAAAAAAAATIITIITACAGGGTGATTCAGGCTTCCGAAAAAGCTCTAT TIAGGTTTTTGGTTTGTGAATTT ------------------------------------------------------------
A--emmn- - ATACAIGTGACCCAG CTTCCGAAAAAGCTCTAT TCAGGTTEMTGGTTTGAGATTTTIANTHcAATC-TT----------cTCElMGABACGTTH---------

- 4 4 4 4 4 -4 - o -

-BACAGGGTGATTCAGCTTCCGAAAAAGCTCTATATTAGGTTTHITG TIAATTT ------------------------------------------------------------
TACAGGGTGACCC GGCTTCIGAAAAAGCTCTATATCAGGTTTT GGTTT AGATTTT CTGTATGAAATATTTTAAAATTGGACATATATTAAAAAATTAAATAAAAT ABET T TTTAT - - - e e e oo
TATICAIGG.A TCA CGAAAAAGC.TATATTA GTTTTTGGTTTGAGITTTT CCGIATGA CGTTT-A TTAGECATATART TAAAAATTAAATGAAAT TT
TATACAGGGTGACHCAG AAAAGCTCTATATCA GITTITGITTTGAGATTTT A TTCAAICT—TT ---------- ICGTATGAA TATTTTAAAGE TGGAATATAT AATTIAITAAAAT A CTI
11 [ TACAGGGTGABCHEA TTCCGAAAAGCTCIATATTAGGTTTTTGGTTTTGATTTTMATTTCAAT - T-Tff---------- CTGTATGAAATATTTTAAAATTAGACATAATT - AAAATTAAATAAA - - - ACETTTTTATTT - T.TA

------- IA—T——— ACAGGGIGATTCA ﬁ TTCCGAAAAAGCTCTATATIAGGTTTTTGITTTGTIAATTT
TABMACAGGGTGACCCAGIBT TCCGAAAAA CTITATATCAIGTTTITGGTTTGAGATTTT
Al- - -AAA- - -BIATACAGGGTGACCCAGGCTTCCGAAAA-GEITIITATATTAGGTTTTTGGTTTGTGATTTT
AMAR - AAAAAT -BATACAGGGTGACCCAGGCTTCCGAAAAAICTCTATATCAGGTTTTTGGTTTGTG- - - - - - Y 1N TT
A AI—AAAAAT— ATACAGGGTGACCCAGGCTTCCGAAAAAMICTCTATATCAGGTTTTTGGTTTGTG- - - - - - Y 1 Y 1 TT
TACAGGGTGATTCAGGCTTCCGAAAAAGCTCIATITTAGITTTTTGGTTTG GAITTT

--------- TACAGGGTGACTCAGGCTTCCGAAAAAGCTCTATATTAGGTRTTTGGT|TGGATTTTATTTCAATTT-TT

TACAGGGTGACCCAG.TICCGAAAAA-C—ATATCAGGTTTITGGTTT ABATTTT ATTICAATC——TT

TACAGGGTGACCIJAGGCTTCCGAAAAAGCTCTATATAGGTTTTTGGTTGTATTTTATTTCAATTTRTT

AIAGGGTIACC!IGICTTICIAAAAAGCTC - - TATTAGGTTTTTGITTTGTGATTTT I
TACAGGITGACCCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTGTGATTT
TACAGG TGACCCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTGTGATTIT
ACAGGGTGACCCAGGCTTCJGAAAAAGCTCTATATTAGGTTTTTGGTTHGTGATTTT
AIA-TGACCCA GCTTCCGAAAAAGCTCTATATTAGGTTTTTIGTTTGIGATTTT
TACAGGGTGACCCAGMTTCCGAAAAAGCTCTAT - - CAljcTTTliTGGTTl|cAGATTT
—-AAAT TATACAGGGTGACCCAG TTCCGAAAAAGCTCIATATCAGGITT GITIIIAGATTTT
TATACAGGGTGACCCAG TTCCIAAAAAICTCTATATCAGGTTT TGGTTTGAIATTTT -----------------------------------------------------------------
ATACAGGGTGATTCAGGCTTCCGAAAAAGCTCTATATCAGGTTTTIGGTTTIITGAATTT
-------------------- TRl TACAGGGTGACCCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTGGAATTT
ATACAGGGTGACCCAGGCTTCCGIAAA.CTITATATTAGGTTTT GGTTTGTIATTTT TTTCAITTT—TT ------------------------------------------------------------
AAABTRTATACAGIGTGATCCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTRGGTTTGTGATTTTIATTTMAATT - =TT -« - - - - - CTGTATGAAATATTTTAAAARTGGACETAJATTAAAAAATTAAATAAAAT
AAAR - - ATACAGGGTGACCCAGGCTTICGAAAAAGCTCTITAITAIGITTTTGGTTTGTIATTT I CCITATIAAAIGTTTTIAAAL G————AIITITIAAA.TAAATIAIAT
---------- TATACAGGGTGATTCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTGTGAATTT
---------- TATACAGGGTGATTCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTTGGTTTGTGAATTT
-------- ITITAC GGGTGATTCAGGCTTCCGA AAAICTCTATATTAGGTTTTTIGTTIG GAATTT
------------ TACA GGTGICCCAGGCTTCCGAA AAGCTCTITATTIGITTTTTGGTTTG GATTTT
CAGGGTGACCCAGGCTBCCGAAAAAGCTCTATATCAGGT TTTTGGT TTAGAT T TTBAT TTCAATC - =TT - -« o s s s oo m ot e et L.

TAC---TTATA
TAC---TTATA

]

OO0 4 44404 4444004440000+ 000 -

4 4 4 4 4 4 -4 -4 4 4 - -

—H O 4 0O 0 0O 4 -

---------- - -AAAA- - -BTATABAGGGTGACCCAGGRTTCCGAAAAAGIRTCTATA-TAGGET TTGGTTTGTGAT TETEAB T T AR T T T - 1T - - - e e e e
TATACABGGTGECECABGCTTCRGAAAAAGCTCTATATTAGGET TTTGGT TTGTGAT T TTIAT TTCH- - - T T T - - - - - s - e o e e e e e
TAAGGTACTCAGGCTTCCGAAAAAGCTCTATATTRGGTTTTGGTTTTGAATTT TTTTTATTTATTARA
TTACAGGGTGATTCAGGCTTCCGAAAAARCTCTATATTAGGT TTTTGGT TTGTGAAT TTRAT TBCAA - T - - TT - o e TTTTEATTT-- - - -

TATACAGGGTGACCAGGCTTCCJAAAAAGCTCTATATTAGGTTTTTGGTTTGTGATTTT - CTGTATGAAATATTTTAAAATTGGACATABATTARAAAATTAARTAAAATETEAARCEAA  ABABTARC TACEG TR TTTT----------

-AAAA- - - -TATACAGGGTGACCCAGGCTTCCG-----=====-=- TTAJGIlT TG TTTGTGAATTT CTGTATGAAATATTTTAAAATTGGACATATATTAAAAAATTAAATAAAATRGEA AN A - - - - - - - TTTRTET
TATAIAGGGIGACCCAGGCTTCCGAAAAAGCTCTATA TAGGTTTTTGGTTTIAGITTTT ------------------------------------------------------------ TTTT

T TACAGGGTGACC-TT CGAAAAIGITCTAT TCAGGTTTITGGTTTGTGATTTT AIEICAITCT—TT

ATACAGGGTGACCCAGGCTTCGAAAAAGCTCTATATCAGGTTTTTGGTTTAATTTT TCAATC--TT

TATACAGG[TGACCCAGGCTTCGAAAAAGCTCTATATTAGGTTTEIIGGTTTGTGATTTTIATTTCAA- - -TTT

O 4 4 0 4 40 - -



0 | w ||| | H.l R Il | |I' ‘Im Illll ||| |i|. | || i||:|

1 . ‘ H HI ||| [w 1L | | | v AR TG L R _|
ol fod (an,v.. (b NITL o } ! 4”
|

| | 100K RO |
|[|||||| | | i et !| i| ! ] |

%.I.“l lllmlm IIIII|IIIII ! I[IIIMH W W W

e A Tk 1 T R
|| | !ii|| Ii : | Ii! | | ‘ i|| | | | .'i

H| w | ]I ||‘ I iﬁl
DN W W W L0 BT W TR II1I- lra

I |
\H \ I\I\ \
|\ ! '|._ Il !Hm I i |
‘ I |

il

| H' | [ OURHED ORGP0 N AT -Ill |
L III i 0 IR IlIlIIlIJIIIIIIIIlj :

iy “'H Rt . il
|||l| I! | .'l !!l | | | | . u il l l
oo AN ) | I IIRTH ek ﬂ ‘ w 00 TR | 1 Ll
oy 0L Wil
R R ﬂﬁw i
II| ||_|| TN | | ii! | | | | | TN IHl | |!| |
b i|. et il | ML' — Ill* ll ' II| |
o | '!l!‘“ill_.| | A il 1'1 w gy w i
.il.'i:'i!'J“ il H e || il LR o '|n
0 | | || “ | 500 750 | || | |. 170 ‘




d uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa_ s After TEtrimmer 1237 b P

size: 1237bp; fragments: 4303; full length: 0 (>=1113.3bp)
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y 250.fasta.b.bed ufbed g 2.bed fm Lbed 0 0 belnfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries
size: 1898bp; fragments: 3687; full length: 0 (>=1708.2bp)
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divergence to consensus (%)

TE: nd_1_family_250 Before TEtrimmer 505 bp

size: 505bp; fragments: 2607; full length: 654 (>=454.5bp)
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[E consensus before TEtrimmer (bp)
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