Start crop Point End crop Point

1 MSA length = 1254 1
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - --------- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAAICCTG

CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTT -AAAAAATCATGATTTTTTCCAACCCTG
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG
CAGGGTTGGCATGATTTAIATCAAATGATTTAAATCATGATTTAAATCGT —————————— ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTITTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG

AARA
TARA

AA

CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTGTHNEEABGEENENENNS - - - - - AGIBGARAGT
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG TAATCAGEIGEARAAT
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTT -AAAAAATCATGATTTTTTCCAACCCTG TAATCA AMAGT
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG-=-=-=-=-=-=-=-=-=---=---- TGATCATHIEARAG
CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTG TAA-T ARICGT
AAAAAAEEE THREG TG [ AGA AN AR Il - - - - - - - - - - - - - - - - - - - o o o oo o o o o m e o o o o m e o o o e e e - - - - - - - - - - - - ATCTGATTTTTTTGATTTTTTTIAAAAAATCATGATTTTTTCCAACCCTG ————— AMCGT
AAAAAT CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTGHETHNES AGENNENDENG A\ BN - - - - - GEAGT
AAAAAT CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTGETHNES AGENNENDENG A\ BN - - - - - GEAGT
GTIAAT CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCIT —————————— ATCTGATTTTTTTGATTTTTTTAAAAAAATCATGATTTTTTCCAACCCTGETHNEEEEEEERGA - - - - - - - - - - AMRCG

----- ATIRRANCGT

CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTTEMAAAAAATCATGATTTTTTCCAACCCTG
AAAAAATCATGATTTTTTCCAACCCTG GG EE - - - - - - - - - - ATCAG----AGT

CAGGGTTGGCATGATTTAAATCAAATGATTTAAATCATGATTTAAATCGT - -=-=-=-=-=-=--- ATCTGATTTTTTTGATTTTTTT
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 1254bp; fragments: 5750; full length: 289 (>=1128.6bp)
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1554bp; fragments: 5750; full length: 0 (>=1398.6bp)
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divergence to consensus (%)
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TE: rnd_4 family 1198
size: 753bp; fragments: 4826; full length: 498 (>=677.7bp)
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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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[E consensus before TEtrimmer (bp)
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