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1 MSA length = 665 1

------- CTGTGCAATATATATGTTACTGTAAATGTCCGAAATGCGGT A - = - - - - - o st e oot f L. __._.o.__._._...._...
TTAAABT TTBATAATAATGTATATGTTACTGTAAATGTCCGAAATGCGGTA - - - - -« -« - s - oot oo f L.

------------------- TGTATATGTTACTGTAAAJGTCCGAAATGCGGTAAAACCTAGGATAAGCG- - - -------TTAGTTACTTTTTGTAAATTAGGTTTAGGCTTATCTAGGTTTTACCGCTT- - -« - - - - TGACACATA
----------------------------- AT-TITT_ATGTCCGAAATGCGGTAAAACCTAGGATAAGCG— f e e - - - -TTAGTTATTTTTTATAAATTAGGTTTAGGCTTATCTAGGTTTTACCGCTT - = - - - - - -

T TAGAARBATTAT- - --- TATATATGTTACTGTAAATGTCCGAAATGCGGTA - = = = = = = = = m mmm o m e e o o e e e et e e e e e o e e et e et oo e eeo oo oieeooo oo TGAAAAA -
A TAAAAT -TTAT - - - -ATTATATGTTACTGTAAATGTCCGAAATGCGGTA = = n = s s s e e e e o TTAGT - - - - - e mmeeeee - ABTTETTA T TABRTEA - - TTTTACTGRTTTGARAAATT
AGERERT- - - - - - - TTATGATAATGTATATGT TABTGTAAATGTCCOAAATGOGGTAx - < - & - o= s s ot f oot oL ..o oo Temmmm--
A TTAAGATATTAT - -BAATATATATGTTACTGTAAATGTCIGAAATGCGGTA - - - = - = - & - s - s st ot Lo oo ...___._..... TGAATAAT
A LT T--TATATATGTTACTJTAAATTCCGAAATGCGGTAAAACCTAGGATAAGCG - - - - - = - - - - TTAGTTACTTTTTGTAAATTAGGTTTAGGCTTABCTAGGTTTTACCGTT - - - - - - - -
T TTAAAAT - - - - - - - - - - TREATATGTTACTGTAAATGTCCGAAATGCGGT =« =« - w s w o e o e o e me o e AG.ATTTITTG.AG.AA.TT-TTTA!ITA— —TIT-TI!TTTTAAAA

AGEETEN - - - - - - - TTAT---- - TATATATGTTACTGTAAATGTCCGAAATGIIGGT A= - - - - - o - st e ot AAAA
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T-AAAATA- - - - - ATAATATATATGTTACTGTAAATGTCCGAAATGCGGTA - = = = = = = s mmmemmmmm e e e e o s TTAGT TACET T T - e m e

T-AAAATA- - - - - ATAABATATATGTTACTGTAARTITCCOAAATGCGGTA -« - s s m o e e e 1 I N
TTIAAAT—TTGTGATAATAIATATGTTACTGTAA!I!TCCGAAATGCGIEAAAACCTAGGATAAGCI ---------- TTAGTTACTTTTTGTAAATTAGGTJTAGGCTTATCTAGGTTTTACCGCTT TGACATATA
CTATGC-TGTATATGTTACTGTIEATGTCCGAAATGCGG A = s m e e e e e e e e e e e e e e e e e e e e e TGACIiAIA
--------------- ATABATATGTTACTGTAJATGTCCGAAATGCGGTAAAACCTAGGATAAGCG- -~ --=--=------TTACTTTTTGTAAATTAGGTTTAGGCTTATClJaGGTTTTACCGCTT TGACABATA
------------- TAATA!ITATGTTACTGTAAATGTICGAAATGCGGTAAA-TAGGATAAGCG— f e - - -TTAGTTACTTTTTGTAAATTAGGTTTAGGCTTATCTAGGTTTTACCGCTT TGACATATA
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa
size: 665bp; fragments: 4830; full length: 0 (>=598.5bp)
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divergence to consensus (%)
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TE: rnd_4 family 4927
size: 146bp; fragments: 2729; full length: 415 (>=131.4bp)
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