Start crop Point End crop Point

1 MSA length = 1321
------------------------------------ TAT----mmmm - ATCCCATCAAAAACATAIATGTAAAAAAATGCCAAGTCTCGCAACGCA T——————————AATICCGTGAGTT
------------------------------------ TATT-A ATCCCITCAAAAACATAAATGTAAAAAAATICIAAGTITCGCAACGCI!T— e - —AATGCCGTIAGTT
--------------------------------------------------------------------------------------------------------- AATGCCGTGAGHT

------------------------- TATTREABRATTRAT
TCHCHRARGEE A TCCHGTEAATAGTAATTATA- - - - - - - - BEABGGIAEA - - - - - - - - - - - - - - - - - - - oo LLLooooooooo.o.

--------- AAAACETAAATGBAAAAAAATG - CAAGTCTCOIIAACIICAGT - - - - - c o m e e
ATICCATCAAAAACATAAATGTAAAAAAATGCCAAGTCTCGCAACG AIT ---------- AATGCCGTGAGTTGCTTCGAGAAAAG - = = = = = & & e e e e e e e e me e o -
ATCCCATIAAAAACATAAATGTAAAAAA.—CCAAGTCTCGCAACGCAGT ---------- IATGCCGTG ----- CTTCGAGAAAAIGATGGTAIGCTGTGCTCGACTTGG

- C-CIAAAACATAAATGT - AAAAAATGCCAAGTCTCGCAACGCAGT
ATCCCATCAAAAAIATAIATGTAAAAAAATGCCIAGTCICGCAACGCIIE
G

T ATClcATCAAAAACATAAATGTAAAARJAATGCCAAGTCTCGCAACGCECH---------- AATGCCGTRAGTTGCTTCGAGAAAAGGATGH - BBGCTGT - - -« -------
---------------------- ABCABTTATAR- - -TAT- —.A e BCGCAAIGCAGT - - - - - - - - - - AATGCCGTGAGTTGCTTCGAGAAAAGATGGTAIGCTGTGCTCGACT TG
TA - o s e e e e GriaT---------- ATBCCATCABAAACATAAATGTAAAAAAATGCCAAGT CTCIICAACGCAGT - - - - - - - = - o - s - s oo oo oL Loooooooooo.o.

AATGCCGTIAGTTGCTTCGAGAIAAGGATGGTAGGCTGTGCTIGACTTGG
AATGCCITGA - - = s e e e e e e

AATGCIGT

AGTTGCTTCGAGAAAAGGATGGT
AITGCCGTG

TTGCTTCGAGAAAAGGATIGT

----------------------------- AT---TTTBT----A ATCCCATCAAAAACATAAATITAAAAAAATGCCAAGTCTCGIAA.CAIT

TAAITAIAIATTTIT - EAATAAT - - - - - oo ACATAAATGTAAAAAA.— CIAAGTITCGCAACGCAGT
ATTGTA ATTTAT
AA A c ATTGTA-ATTTAT

ATCCCATCAAAAACATAAATGTAAAAAAATGCCAAGTCTCGCAACGJAGT
ATCHICEBTcAAAAACHITAAATGTAAAAAAATGIICAAGTIITCGCAACGCAGT - - - - - - - - - - AATGCCGTGAGTTG TTC AGIAA
ATCICITCAAAAACITAAATGTAAAAAAATGICAAGTITCGCAACGCIGT ---------- AATGCCGTGAGTTG TTC AGHEAAA
-------------------------------------------------------------------------------------------------------------- AATGCRGTGAGTTGCTTCGAJAAAA
-------------------------------------------------------------------------------------------------------------- AATGCCGTGAITTGCTTCGAGAAAA AT GIA e e e e e e
-------------------------------------------------------------------------------------------------------------- AATGCEGTGAGTTGCTTCGAJAAAARAAIGGTAGGCTGTGCTGACTT - -
-------------------------------------------------------------------------------------------------------------- AATICCGTIAGTTGITT GAGAAAAGGA - = = = = = = = & & & 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

1266ToeTll Tfee - ----------- ATTTAT = = - = - & & & e e f e e e el AATGCCGTGAGTTGCTT AGAAAAGAAIGGTI -----------------

---------------------------------------------------- CCCATCAAAAACATAAATGTAAAAAAATGCCIAGTCTCGCAAIGCAGT— e e oo —AATGCCITGAGTTGCTTCGAGAAAAGGATGGTAGGCTGTG-G

- - ARITAG TANBAA C A
- ARITAG TANBAA C A

GGTA

------------------------------------------------------------------------------------ WGTCTCGRAACGCARMT - ----------ATGCCGTGAGTTGCTTCGAGAAAARAATG - - - - - - - - e e e et
-ITIAGTTGCTTCGAGAAAAGAATGGTAGGCTGTGCTCGA LELE R e

CTGAGA AT AGT TTGG-AC-BRTAATT----- TTTAT----- AGGT - - - - - - - - - - AATGCCTGAJITGCTTCAGAAAAGGATGGTAGTTGTG|TCGACTTGG A- i -AATHAA'_GI .T-T.A_ - - - A
ABEAABTA - ABA TG - - - - - -

-------------------------------------------------------------------------------------------------------------- AATGICGTJAGTTGCTTCGAGAAAAGGATGGTAGGCTGTGCTCGACTTGG A-AAT

................................................. ATCCCATCAAAAACATAAATGIAAAAAAAT—CCAAITITCGCAACGCAGT
-------- IAAAACITAAITGTAAAAAAATG—CAAGTCTCGCAACICAGT

-------------------------------------------------------------------------------------------------------------- AATIBCGTAGTTGCTTCGAJAAAAGAATG TAGGTTGTGCTCGACTTGG
T-A.TATTT-AAI—ITAATTA. --------- .AA-ATCCCATCAAAAICATAAATGTAAAAAA.—CCAAGTITCGIAACGCAGT ---------- AATGCCGTGAITTGCTTCGAGAAAAGGATGGTAGGCTGTGCTCGACTTGG

TA-A.TATTT --------------------------------- A ATCCCATCAIAAACATAAATGTAAAAAA.—CCAAGTCTCGCAICGCAGT
----------------------- TAATTGT - - —ITTATTI ATCC.TCAAAAACATAAATITAAIAAAATGCCAAGTCTCGCAACGCAGT

---------------------- TAARBATAR- - - TATT
-------------------------------------------------------------------------------------------------------------- AATICCGTIAGTTGCTTCGAGAAAAGAATGITAGGITGTGCTCGACTTG

A-T AATA A
_______ TEGA - - - -

------------------------ A---ATRTRETT
__________________________________________________________________________________________________ AITGCCGT AGTTGCTTCGAGAAAAGGATGGTAGGTTGTGCICGACTTGG

AATGCCGTJAGTTGlT TCGAGAAAAGGATGGTAGGCTGTGCTCGARTTGG ABTAA - - - - oo

AIT— - ATICCAICAAAAACATAA—TilﬁAAAAAATGCCAAGEITCGCAAC S ¢ [ AITGCCITGAGTTGIT.GAGAAAAGGATGGTAGGCTGTGCTCGACTTGG G . - -AGA AGI ----------------------------
ATTTAT - ATCCCATCAAAAACATAAATIRTBAAAAAATGCCAAGRICTCOCAAIG AT - - - - - - - - oo - o m o oo oooLoLooioooLoLoo.o...
--------------- ATCCCATCAAAAICATIAATGTAAAAAAATGCCAAGTCTCGIAA!I— e e oo - -AATG- —GTGAGTTGCTTCGAGAAAAGGATIGTAGGCTGTGCTCGAITTGGrG-A-— - —.AITIA.AI— e e
A-TGCCGTGAGTTGCTTCGARAAAAGGATGGTAGGCTGTGCTCOACT TGOf- - = - - - == - s o s s o s os oo oo oo
AATICCITGAGTT CTT
AATGCCGTGAGTT CTTCGAGAAAAIGAIGGLGGCT

AATGCCGTGAGTTHRCTTCGAGAAAAMGATGG

AATGCCGTGAGTTGCTTCGAGAAAAGGATGGTAGGCTGTGTCGACTTGGINEABEEH~ 88 - - I L I.

AATGCCGTGAGTTGCTTCGAGAAAAGGATGGTAGGCTGTGCTCGAITTG
AATGCCGTGAGITICITCGAGAAAAGGATGGTAGGCTGTGCTCGACTTG G-A-AAT



‘ En:dcrc;) PPPPP

j = x‘\ \‘\H +| ‘H "m"'”
\ "1 m %

|l "‘ - ”

hmmmmﬂll ;J'i
3 E!jﬂ T ! i e l u H\H‘ IMNM'?' -
'. ' ' l. | 5. l‘ "u = ‘

E,m.,uumﬁ_l ” h L]
" h I[ \IW

llllllllllllllllll




b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 1321bp; fragments: 10789; full length: 0 (>=1188.9bp)
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).fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1676bp; fragments: 8977; full length: 0 (>=1508.4bp)
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divergence to consensus (%)

TE: rnd_4 family 1229
size: 504bp; fragments: 3016; full length: 59 (>=453.6bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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