Start crop Point End crop Point

1 MSA length = 11048 1
------------------------------------------------------------------------------------------------------------ TTCAGITTAA TA TGGATGTTCCTTCTTGCAAGAATTTGAAGATG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAA!TA.TGGATGTTCCTTCTTGCAAGAATTTGAAGATG
----------------------------------------------------------------------------------------------- CT----------TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
CATTTGCTCGGTACAAICGCGGGTAGCCAGCTGGACTCGAGIGATGGTAAGTACACAATTTTCTATIEATTTCCTGATAITTTTCGACAIATCGA CT----mmm- - TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
CATTTGCTCGGTACAATCGCGGGTAGCCAGCTGGACTCGAGAGATGGTAAGTACACCATTTT.ATG ATTTCCTGATATTTTTCGACAAATCGACTET - === --=---- TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
CATTTGCTCGGTACAATCGCGTGTAGTCAGCTGGACTCGAGAGATGGTAAGTACACCATTTTCTATGAATTTCCTGATATTTTTCGACAAATCGACCT --=-------- TTCAG.TAAA.TA-TGGATGTTCCTTCTTGCAAGAATTTGAAGATG

TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
TTCAGGTTAAAACTITG-GATGTTCCTTCIT -----------------
TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
ITCAGGTTAAAACTATGTTGGATGTTICTTCTTGCAAGAATTTGAAGATG

---------------------------------------------------------- TTTTCTABGAATTTCCTGATATTTTTCGACAAATIGAC T - - - - - - - o e e e
CATTTGCTCGGTACAATCGCGGGTAGCCAGCTGGACTCGAGAGATGGTAAGTACACCATTTTCTATGAATTTCCTGATATTTTTCGACAAATCGACCT === ---=- - - TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTGATGTTCCTTCTTGCAAGAAT - - - - - - ATG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGHTG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAACTATGTTGGATGTTCCTTTTGCAAGAATTTGAAGATG
CATTTGCTCGGTACAATCGCGGGTABCCAGCTGGACTCGAGAGATGGTAAGTACACCATTTTCTATGAATTTCCTGATATTTTTCGACAAATCGACCT - - - - o oo s m st o m ottt oo
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTGJATGTTCCTTCTTGCAAGAATTTGAAGATG
------------------------------------------------------------------------------------------------------------ TTHAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGATG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTGJATGTTClTTCTTGCAAGAATTGAAGATG
------------------------------------------------ AAGTACACCATTTCTATGAATTTCCTGATATTTTTCGACAAABCGACCT - ------- - - TTAGIRTTAAARTIT- - -[JcATGTTCCTTCTTGCAAGATTTGAAGATG
CATTTGCTCGGTACAATCGCGGGTAGCCAGCTGGACTCGAGAGATGGTAAGTACACCATTTTCTATGAATTTCCTGATATTTTTCGACAAATCGACCT === ---=- - - TTCAGGTTAAAACTATGTTGGATTTCCTTCTTGCAAGAATTTGAAGATG
---------------- TCGCGGGTAGCCAGCTGGACTCGAGAGATGGTAAGTACACAAT TTTCTATGAATTTCCTGARATTTTTCGACAAATCGACCT = - = - - - o s s s m o m oot oo oo
------------------------------------------------------------------------------------------------------------ TTCAGGTTEAAACTATGTTGJATGTTCCTTTTGCAAlJAATTTGAAGATG
------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTGGATGTTCCTTCTTGCAAGAATTTGAAGTG

------------------------------------------------------------------------------------------------------------ TTCAGGTTAAAACTATGTTJGATGTTCCTTCTTGCAAGAAT - - - - - - ATG



End crop Point
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2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 11048 bp
size: 11048bp; fragments: 37954; full length: 0 (>=9943.2bp)
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ed g 3.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 11111bp; fragments: 37961; full length: 0 (>=9999.9bp)
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divergence to consensus (%)

TE: md_5. family 5528 Before TEtrimmer 1486 bp

size: 1486bp; fragments: 23070; full length: 4 (>=1337.4bp)
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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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sensus before TEtrimmer (bp)
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Dotplot

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