Start crop Point End crop Point

MSA length = 4650
AATETEEATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - = - = - = - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
AA- - - - - - TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - - -~ - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATET

ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
---------------------------- ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT----------AGACCACGCTTCTTGGGTGACCAGACCCGTATAT - - -TATA-JAT AA----TA
TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - === - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT ---BATATEG A————TAI
ATATHTA ATT ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT - - -TATA-WAT AAT TAG
ATHTGT STT TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - ==~ - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATA TATTABAT-AT II!TIA
T TA STT TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - - -~ - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT CIT
ATATHTA ATT ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
--------------------------------------------------------------------------------- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
-------------------------------------------------------------------------------------------------------------- AGACCACGCTTCTTGGGTGACCAGACCCGTATET -
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT TAN- - -TATA- T AATITI!AA
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATA I l I I TH--TTTATAR
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATA
------------------------------------------------------------ AGACCACGCTTCTTGGGTGACCAGACCCGTATAT TTTATAA
------------------------------------------------------------ AGACCACGCTTCTTGGGTGACCAGACCCGTATAT CATT TAT TTATAA
TRTBATTTTGGACAGTTCAAAAGCGTGGTCTGGAT =« =« - - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT CATT TAT TTATAA
ATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - ==~ - -~ - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATA
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - - -~ - - - - AGACCACGCTTCTTGGGTGACCAGAC]ifJcTA
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATE@T
TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - ===~ - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATATHARA- - - - - - - - - - - .- - - A T EECCCTING . B T~ TR T A - -------
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - ==~ - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
A ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - - == - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
A ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - = - - - - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT '. IAITTIATGA
A TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - === - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATABHTET - - THECGTHAN- -H------ - - NG BETCENE G~ B~ TEABEE THA- - - - - I
T GA

ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - == == -=--- AGACCACGCTTCTTGGGTGACCAGACCCGTATET
-------------------------------------------------------------------------------------------------------------- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT

g I I iAIAhT-TITu- -AI -ATa .ATTIAATI IATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT .......... AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
ARTIERC THT GGA

ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT --=-=-=-=-=---- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— AGACCACGCTTCTTGGGTGACCAGACCCGTATA
————————————————————————————— AA--A TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT——————————AGACCACGCTTCTTGGGTGACCAGACICGTATAT
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT --=-=-=-=-=---- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT --=-=--=-=---- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
———————————————————————————————————————————————————————————— AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— AGACCACGCTTCTTGGGTGACCAGACCCGTATAT

AAIT 8T ABATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - = = - = = - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
AAA - TATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - === ==~ - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATA
AIAC THTA ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - ===~~~ - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT

ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT --=-=-=-=-=---- AGACCACGCTTCTTGGGTGACCAGACCIGTATAT
ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT --=-=-=-=-=---- AGACCACGCTTCTTGGGTGACCAGACCCGTATAT

- - TCEE THlA - AGCABBETTGC TATEBBEET - - - - - - - - - - - - - - - - - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
- - THTHTEAAART A ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - == === -~ - - AGACCACGCTTCTTGGGTGACCAGACCCGTATAT
- - TATATA- - A ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT - - ===~~~ - - AGACCACGCTTCTTGGGTGACCAGACC-GTATA

--------------------------------------------------------- ATATACCATTTTGGACAGTTCAAAAGCGTGGTCTGGAT----------AGACCACGCTTCTTGGGTGACCAGACCCGTATA






d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s After TEtrimmer 4650 bp

size: 4650bp; fragments: 8650; full length: 0 (>=4185bp)
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y 920.fasta.b.bed uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.
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size: 4965bp; fragments: 8650; full length: 0 (>=4468.5bp)
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TE: d_ 1 family 920 Before TEtrimmer 652 bp

size: 652bp; fragments: 1716; full length: 222 (>=586.8bp)
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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)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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