Start crop Point End crop Point

1 MSA length = 6438

TTTAAAAAAATIE- - - TTTRARE TEAAABAA - - ATAARTETTRT TRAT- - - oo - - AAAATGTTATAATCCCGTCCTCATTTTAATIAATTTGTAATAT - - - - oo - AAGTTGGCCCTACTGAACAGGACCACAACAANARTA
CTBAAA - - - - o c e TRTTET TRAT - TT- - - m s e e e e e e oo TTGAGT TTRGTTAAATTTGTAATAT - -« - - - - - - - AAGTTGGCCCTACTGAACAGGACCACAACAREIE - - - - - - - - - - - - - o o o o e e e e e e e e e e e e e e e e e e e e e e e e -
CTTAAA- - - == - = - - TTTRATTT - TRTIR T TRATTTTTGMEA - AAGTGTTATAATCCCGTCCTCATTTTAATIHARATTTGTAATAT - - - - - - - AAGTTGGCCCTACTGAACAGGACCACAACARBAR- - - - - - - - - - - - - - - - - - AA.TIC A s e e e e e e
BrTAAAA-AATATATTTTATTT TETTRTCRABTTTTABAATAA - - TGTTATAATCCCGTCCTCATTT - - - - - AAATTTGTAATAT - - === = = - - - AAGTTGGCCCTACTGAACAGGACCACAACAARAN- - - - - - - - - - - - - - - T e -GCBA- - - - e oo e oo AffTTATAA
- -TAAA- -GATAJJAT TTWATTC- TGAAACAAAATGTTATAATCCCGTCCTCATTT - - - - - AAATTTGTAATAT - - === = = - - - AAGTTGGCCCTACTGAACAGGACCACAACA - = = = = = = = = e m e e e o 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 e e e e o s

-JAra--AncATAT TTHA ———TGAIETAI——TGTTATAATCCCGTCCTCATTT ----- ABATTTGTAATAT -« - - e - - AAGTTGGCCCTACTGAACAGGACCACAACA
CTommmmmmmmmm = TTEEBT - - TTAAAB- AAAATGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - === == - - - AAGTTGGCCCTTCTGAAGAGGACCACAACA
-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTACTGAACAGGACCACAACAA
CTommmmmmmmmm = S T AAGTTGGCCCTTCTGAAGAGGACCACAACAA
(o [ Teomm - TTGEAA- - - - - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - === == - - - AAGTTGGCCCTTCTGAAGAGGACCACAACAA

-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTACTGAACAGGACCACAACAA
-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACCACAACAA

CATAAA———ITAT ATCTEACTAG- - - - - ATIT TGAAA-AAA-TGTTATAATCCCGTCCTCATTT - - - - - ABATTTGTAATAT -« - - e - - AAGTTGGCCCTACTGAACAGGACCACAACA

BATAAA- - - - -- ATC CEBAGTAATHARTHTCEll TBATT TETGAAATAAAATGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - - - - - - - - - AAGTTGGCCCTTCTGAAGAGGACCACAACA

CA--mmmmmmmm e o IATTT A----- TAA I L i IAI— -TTAAACBAAITGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - - - - - - - - - AAGTTGGCCCTTCTGAAGAGGACCACAACAA - - —TTTIAAITIAITAITT TTGAAA

-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACCACAACAABABTTCTTTTAATTTATTARTTT TTAAAAABTA

AATABGTET TRT TRET TCTTGAAR- - - - - TGTTATAATCCCGTCCTCATTTTAATIAAATTTGTAATAT - - - -« -« - - - AAGTTGGCCCTTCTGAAGAGGACCACAACAAMAB- - - - - - - - Gr-------- TTGGA AA

------------------------------------------------- TTAAAA-----TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT ----------AAGTTGGCCCTTCTGAAGAGGACCACAACA - = = = = = = = = = mmm e m e e o TTAlABART
----------- ATETTRTTHAN- - TBClAA- - - - - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - - - - - - - - -AAGTTGGCCCTTCTGAAGAGGACJACAACAA

-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACCACAACAA

————— TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT----------AAGTTGGCCCTTCTGAAGAGGACCACAACA

------------------------------------------------ TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT----------AAGTTGGCCCTTCTGAAGAGGACCACAACA
----- TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - ---------AAGTTGJCCCTTCTGAAGAGGACCACAACAA

-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACCACAACAA

CTTEAAABAATATAT-TT AT --=mmmm-- AAAATGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - -« -«= - - AAGTTGGCCCTTCTGAAGAGGACCACAACA - = = = = = == = s e e e mm e o

CATLAAA -------- TT A - —TIGAAATA.—TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT ---------- AAGTTGGCCCTTCTGAAGAGGACCACAACAA

-------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACCACAACAA TTCTTTTAATTTATTARTTT TTAAAAA

TTAGAA

.................. AIGA

----------------------------------- AT-----=--=----TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT----------AAGTTGGCCCTTCTGAAGAGGACCACAACA TTCTTTTAARBTATTAGTHRT

-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTTCTGAAGAGGACHJACAACAA TTCTTTTAATTTATTARTTT TTAAAAA AATATACCAATGTTCATTTATAA

-AAACA- - - TBTEATTTE- - - - AATA - -TTGAAATAAAATGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT == - == - = - - - AAGTTGGCCCTTCTGAAGAGGACCACAACAARARTT-ITIBATTTA - - - T TR AT T TA - - - - - -« - o s m e e e d it e i e i e i e e meema o s

AAA AGATITATTTTLTCTIAACIAATAITAA TT8TGAARTAAAATGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - - - -« - - - - - AAGTTGGCCCTTCTGAAGAGGACCACAACATIEAN- - - - - ------ - - TTGARAA ATAA

TTT --------------------------- IR AAA-TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - -« -«=--- AAGTTGGCCCTTCTGAAGAGGACCACAACAABAR - - - - - - - - - - - - - - - - TTAAAA ATAG

AAAAAAATA----TT -------------------- AAAGTGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - -« -«=--- AAGTTGGCCCTTCTGAAGAGGACCACAACAARG - - - - - - - - --- - - - - -WTTTRECEEGHE T TR AN AR T ECHTAABG- - - - - - - - - -« - oo oo oo
CTTAAI ---------------------------------- ) JE BG-- TGTTATAATCCCGTCCTCATTT -~ - - - AAATTTGTAATAT = - ===« - - - AAGTTGGCCCTACTGAACAGGACCACAACA
-------------------------------------------------------------------------------------------------------------- AAGTTGGCCCTACTGAACAGGACCACAACAA

---------------------------- A-CAATA

T.AI—TTTGAIAT— ---TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT --=-=-=-=----- AAGTTGGCCCTTCTGAAGAGGACCACAACA

CTTAAABAAACATATITTRATCTR- - - -A-TAATA TC---- - TTGAAATE- - - TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT - - - - -« -« oo oo oo o oo LLL LLL LLL oL Lt ..o
TTTAAAAA- - - - - - - - TTRATTTHE-AATA-TAATAA TC TTEAABE- - - - - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT - === ===« - AAGTTGGCCCTTCTGAAGAGGACCACAACAA TT e s e e me e e e e e o TTBAAABH TABBAC - - - - - - - - - - oo e e e
Ol TTRTTTTR----------- 0! 1 AAGTTGGCCCTTCTGAAGAGGACCACAACAARAR- - - - - - - - - - - o e o oo oo o TTAAAAARARTEE DA - - - - - - - - - - oo

Ol TTRTTTTR----------- 0l AAGTTGGCCCTTCTGAAGAGGACCACAACAITMAR- - - - - - - - - - - - - - o e oo e oo TTAGEGH THREEEACHG - - - - - - - - - - ===« =--



Start crop Point
0
Iu
|
| (Il hIIIIIIIII |

o W g o o s e o o R
U R T |
PR T R T

’ WM|||-\;NWI-HM"...|..J SRR FEA
 FABESTR R0 T M ERURERILEL® = RN BIRIE

O OO 00 M ] P WAUFRRE AN AORA0ARNTAROT e I A0 T

mjmﬂlﬂﬁwﬂ | ' i M

[ e

m.

h'w |

fu i)

Wl
i




.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

size: 6438bp; fragments: 1127; full length: 0 (>=5794.2bp)
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After TEtrimmer 6438 bp
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: Itr_1 family 895

size: 4281bp; fragments: 315; full length: 0 (>=3852.9bp)
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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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