Start crop Point End crop Point

1 MSA length = 3208
AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG---------- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTRTGCTAGACCCTTTITTTCliilA TRClEA ATG_
-------------------- AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG = - =« -« - - CAAAATATCTCTCTGGGGCCGCATCMCATTAGT TTTGTGCTAGACCCT T m - m o m o m o e o s o m o e m e T2 ARG
TATETATAATATR- - - AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG--------- - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT
------ TTTAI IAAI—————————————AAA AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG----------CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTTGCTAGACCCTTT TT
-------------------------------------------------------------------------------------------------------- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT AT
----------------------------- AAAGGGTCTAGCATAAAACTAITGGGATGCGGCCCCAGAGHGATATTTTG- - - - - - - - - - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTTGCTAGACCCTTT TT
AT AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG--------- - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT TTATAA - - —-T
AT AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG--------- - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT -Afjra
------ AA AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG----------CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTE®TGCTAGACCCTTT TTATAAAT - G T
T- AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG--------- - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT
A- - AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG--------- - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT
------ AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG----------CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT
-------------------------------------------------------------------------------------------------------------- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

-------- T TTT.AAIATI I I I IAT— - AAA

> > > > > >

——————————— AGGERTECTTABGESRATETATAG TRABATTTTACBMAAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG=-=-=--+------CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTHTGCTAGACCCTTT

.AATITITIT‘AIATITAJTIALTGTAAA AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTHTGCTAGACCCTTT

————————————————————————————————————————————————— AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG=-=-=-=-=------CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT
AATHTERT TEARAA --TA ARTTT--A

GAG TTT TATA ABAATT - - -BMAAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

TETTHRARAA --TAETHGEAT - - - - - AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

THRTTTARGANSE TG - AR A ABMAT - - - - - AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

ABATTG- - -BBAAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

A AATGTIA AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

ABEBTGT - - -lAAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG-==-=-===-=--- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT

AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG---=-=---- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT
-------------------------------------------------------------------------------------------------------------- CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTBTGCTAGACCCTTT
------- AAAGGGTCTAGCACAAAACTAATGGGATGCGGCCCCAGAGAGATAT TTT G = = = = = = = m % m m ot @t @t @t &t f ot f ot e @ f e m i e e i e e mdmmeame e mama oo

S AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG - == === = = = - CAAAATATCICTCTGGGGCCGCATCCCAITAGTTTT TGCTAGACCCTTT
—AIAITIAIAA——AIC AAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG - ===« == - - - CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTTETGCTAGACCCTTT
----------------- AAAGGGTCTAGCACAAAACTAATGIGATGCGGCCCCAGAGAGATATTTTG——————————CAAAATATCTCTCTGGGGCCGCATCCCATTAGTTTT TGCTAGACCCTTT

IAAAGGGTCTAGCATAAAACTAATGGGATGCGGCCCCAGAGAGATATTTTG ---------- CAAAATATCTCTCTGGGGCCGCATCMCATTAGTTTTTGCTAGACCCTTT
-------------------------------------------------------------------------------------------------------------- CAAAATATCTCTCTGGGGCCGCATCHMCATTAGTTTTETGCTAGACCCTTT
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 3208 bp
size: 3208bp; fragments: 7097; full length: 0 (>=2887.2bp)
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divergence to consensus (%)
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size: 3508bp; fragments: 6877; full length: 0 (>=3157.2bp)
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divergence to consensus (%)

TE: rnd_5 family 1820

size: 1251bp; fragments: 2402; full length: 65 (>=1125.9bp)
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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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TE consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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