Start crop Point End crop Point

1 MSA length = 7253 1

TGTAATGAAGTCCGTATATTTTTTTTATTTIACCIGTTAAATGCTAGGCG —————————— ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
ACC

TAT - - -TTAAT
TCTACITTAATT
TAT-TTGAC

TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
------------------------------------------------------------ GCCGACTGTTAGGCGTTAGTAA—AGCTIT-AAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG----- -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA
T TAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA- - - - - - -
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - GCCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATA-TTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEBAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG- - - - - - - - GCCGACTGTTAGGCGTTAGTAA-TIT.AI!AAAAAAGACTGTTACAA ------------
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA- - - - - - -
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG- - == - - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGT TACAA - = = = = = = = m o 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 o -
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - GCCGACTGRTAGGCGTTAGTAA - AGCTTIHEIlAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - GCCGACTGTTAGGCGTTAGTAA - AGCT TIEIJAAAAAAAGACTGTTACA- - - - - - -
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - GCCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA- - - - - - -
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAARTTAAT
TGTAATGAAGTCCGTATA-TTTTTTTATTT GTTAAATGCTAGGCG
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG- - == - - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTBTTACAARTG - - INGEGIA 1A A GATET ACTRG TATATA- - -« -« -caa o
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGBAAAAAAGACTGTTACARE - - AAGTTGEE TTEETGCGEETAG - - - - - - - - -

TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTG- TAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTT GTTAAATGCTAGGCG - - - - - -~ - - ACCGACTGTTAGGCGTTGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA- - - - - TATATA----CT
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TE: Itr_1 family 903
size: 6956bp; fragments: 9712; full length: 0 (>=6260.4bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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