Start crop Point End crop Point

1 MSA length = 2128
GAAATABT - - - - TEBIBTH - - - - - - - - - - - - oo e GCCGA--==-==-=- GCCAGEAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCjccGGeccTGEmT

AACATAAT----T CAGGGCCGGCGGAAGGGCCGGGCGA- - - - - - - === = - - CCGGGGCGCCGA-----=-=-=-~-- GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG BTN - - -----------=---=------------AA\NEEAINGET - - - - -
——————————————— CAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGTCGCICGGGGCICCGA——————————GCCAGAAAAGGTACTCGCCCGGICTCAITATTTCTCTTCCGCCGGCCCTG
——————————— CAGGGCCGGCGGAAGGGCIGGGCGACCCGGGCGGTCICCCGGGGCGCCGI——————————GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTITCTTCCGCCGGCCCTG

CAGGGCCGGCGGAAGGGCCGGGLCGACLCLCGGGLGGTCGLCCCGGGGCGCCGA- - - === == = - GCCAGAAAAGITACICGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG

TATTTAT

CAGG CCGGCGGAAGGGCCGGGCGACCCGGGCGGTCGCCIGGGICGCCGA —————————— GCCAGAAAAGGTACTCICCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG AA AIT AA
CAA CT-GCAGGGCCGGGCGAACCGGGCGGTCGCCCGGGGCGCCGA —————————— GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG TAA TCTT-AT
CAGGGCCGGCGGAAGGGCCGGGCGACCCIGGCGGTCGCCCGGGGCGCCGA —————————— GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG TA TAIGIAA

CAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGTCGCCCGGGGCGCCGI —————————— GCCAIAAAAGGTACTCGCCCGGICTCATTATTTCTITTCCGCCGGCCCTG
CAGGGCCGGCGGAAGGGCCGGGLCGACLCLCGGGLGGTCGLCCCGGGGCGCCGA- - - === == = - GCCAGAAAAGGTACTIGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG
CAGGGCCGGCGGAAGGGICGGGCGACICGGGCGGTCGCCCGGGGCGCCGA —————————— GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG
CAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGTCGCCCGGGGCGCCIA —————————— GCCAGAAAAGGTACT-GGCCTCATTATTTCTCTTCCGCCGGCCCTG
CAGGGCCGGCGGAAGGGCCGGGCGAACCGGGLGGTCGLCCCGGGGCGCCGA- - - == === - - GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG
ATAATAATCTTIT AAIGGCCGGGCGAACCGGGCGGTCGCCCGGGGCGCCGA —————————— GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG
AAITAAT————T CAGGGCCGGGCGAICCGGGCGGTCGCCCGGGGCGCCGA —————————— GCCAGAAAAGGTACTCGCCCGGCCTCATTATTTCTCTTCCGCCGGCCCTG
———————————————————— CAGGGCCGGGCGACCCGGGCGGICGCCCGGGGCGCCGA————————————————————————————————————————————————————————————

TATTTAA
TATTTAA

AAAATAATAATAT







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: 2128bp; fragments: 2080; full length: 11 (>=1915.2bp)
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tastab.bed ufbed g 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 2428bp; fragments: 2024; full length: 0 (>=2185.2bp)
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TE: md 5 family 6466 Before TEtrimmer 1248 bp

size: 1248bp; fragments: 901; full length: 15 (>=1123.2bp)
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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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Dotplot

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