Start crop Point End crop Point

1 MSA length = 10257 1

-------------------------------------------------------------------------------------------------------------- AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT
---------------------------------- BGA AT BABT T TCCA- - - oo AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT
-------------------- ACAACTATTTAAA-=--«-------=-----TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTCATTTT
-------------------- ACAACTATTTAAA-=--«-------=-----TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTCATTTT

TCAAT - - - - - - TTGTAAATTACGAT- - TTTAAATIAA T TG THT TGCA- TGTTACGGGTTCATTTTCTCCTTAGATTAT TTCT TCAT T T TIARMA AT A - - - - o o o o o o o o b o o b o o o o e o o o o o o ot e o o ot et o bt o o ot o o o e o o o e e f e oo e oo e m oo e oo
TCAAT - - - - - - TTGTAAATTACGAT - —TTTAAATIAATITGITITTGCA—TGTTACGGGTTCATTTTCTCCTTAGATTATTITCTTCATTTT N
TTRAATGGAAAT - ATAAGBTACGHCTGTTCAAGTIRAAATTABETCCCCGTTGTTACRGGTTCATTTTCTCCTTAGATTATTTTC - - ATTTTEARAATA - - - - - oo oo oo GAAAGATCGGACCAT
-------------------------------------------------------------------------------------------------------------- AEABGCTRECE8c TccTcTARTRCEC C@cBcAGE T TRTAAART TRACECABTEE BEAGCTACCE T T T@CTETAB8CcAGCETCCG-----------CcArf
BCAAATGAAAATTGTCBGTEACAAT - - TTTARGTRAAARTCRETBCTGCARTGTTACGGGTTCATTTTCTCCTTAGAT TATTTTC- - - ATTTTBABAATA - - - - - oo ...
TTRAATGGAAAT - ATAAGBTACGHCTGTTCAAGTIRAAATTABETICCCCGTTGTTACRGGTTCATTTTCTCCTTAGATTATTTTC - - ATTTTEARAATA - - - - - - oo oo oo GAAAGATCGGACCAT
-------------------------------------------------------------------------------------------------------------- AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT
--------------------------- TTTAAA - - - - - -TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTAATT TTIARAA T A - - - - o o o b ot et o et e o o e e e o e e e e o e e o e e e oo e oo e e i oo
--------------------------- TTTAAA - -~ - - - -TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCT TAAT T TTIAMAA T A - - - -« & o o o o o o o o b e o o o o e o o o o e o o ot e o o ot e o o ot o o o o o o o o e o o b e oo oo o f o m oo e i oo m o
TTAATTGAAAATTGTCAATTACAAC- - - - - - - - - - - -TGTTACGGGTTCATTTTCTCCTTAGATTATTTTC - - - ATT T TBARA AT A - - - -« - o o o o o o o o e bt e bt e o o o e o o b e e o o ot e o b o o e o o o e e o o e o o o e e f b oo m oo e i e e oo oo
TTAATTGAAAATTGTCAATTACAAC - - -TGTTACGGGTTCATTTTCTCCTTAGATTATTTTC - - - ATT T TBARA AT A - - - -« o o o o o o o o o o b ot o b ot e o ot o e o b o o e o b ot e o o ot e o o b o e o o o e o o oo e f e oo m oo e i e oo e e oo o
------------------ TTEMAACCA - - -TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTAATTTTIARA AT A - - - - o o e e oo e e e o e e e o e e e e o e e e e e e e e oo e e oo e oo e oo oo oo
------------------ TTIAACCA - - -TGTTACGGGTTCATTTTCTCCTTAGATTAT TTTCT TAAT TTTIAMA A TA - - - -« o & o o o o o o o o o o o o e o o o o o o b o oo o o b o o o ot et e o b o o e o b bt e o o o o o b o oo b oo e m oo e e i e e oo
--------------------------- - - -TGTTACGGGTTCATTTTCTCCTTAGATTAT TTTCT TAAT TTTIAMA A TA - - - -« o & o o o o o o o o o o o o e o o o o o o b o oo o o b o o o ot et e o b o o e o b bt e o o o o o b o oo b oo e m oo e e i e e oo
-------------------------------------------------------------------------------------------------------------- AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT
0 TT----TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTAATTTTIAIAA T A - - - - - o o o b e ot o e e oo o e e e e e et o o e e e e e o e e oo oo oo e oo e e s
0 TT----TGTTACGGGTTCATTTTCTCCTTAGATTATTTTCTTAAT T TTIAMIAA T A - - - - - & o o o o o o e o o bt e o o ot e o o ot o o ot o o o o o o ot o o bt o o b o o e oo e bt oo oo oo oo i oo e o
TAATTCAAAGTCGCAAATTABAAC- -[TcBAAT TTGCATTGTTACGGGTTCATTTTCTCCTTAGAT TATTTTCTTAAT T T TIAMIAA T A - - - - - & o o o o o o o o o o bt e o o b o e o o o o o o ot o o o o o o ot o o bt o b o o ot e bt e oo e oo oo i oo e -
ITAATTCAAAGTCGCAAATTAIAAC——ITCIAAT TTGCATTGTTACGGGTTCATTTTCTCCTTAGAT TATT TTCTTAAT T T TIAMIAA T A - - « - - & o o o o o o o o o o o e o o ot e o o b o o o oo o o ot o o ot et o bt e ot o o o oo oo bt e oo oo oo e i e oo e o
TTAATTGAAA- - - - - AAATTACAACTATTTAAAT TTGTATTGTTACGGGTTCATTTTCTCCTTAGAT TATT TTCTTAAT T T TIAMIAA T A - -« - - & o o o o o o e o o ot e o o bt e o o o o e o o ot ot ot o o ot o o bt o o ot o e ot o oo e oot e oo e i oo e -
TTAATTGAAA- - - - - AAATTACAACTATTTAAAT TTGTATTGTTACGGGTTCATTTTCTCCTTAGAT TATT TTCTTAAT T T TIAMIAA T A - - - - - & o o o o o o o e o o e o o bt o o ot e o o ot e ot o o o o ot o o bt o o b o o o bt e ot e oo e oo oo e i e oo e -
-------------------------------------------------------------------------------------------------------------- AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT

-------------------------------------------------------------------------------------------------------------- AGAGGCTTTCCTCTCCTCTATCGGAGCAGCGAAATTGAAAATTTTACTGAAAAATATTTCCCCCTTTTACCAAAATCAACTCGGGCAACCATCGCACAAT
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size: 10257bp; fragments: 503; full length: 11 (>=9231.3bp)
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size: 11041bp; fragments: 579; full length: 0 (>=9936.9bp)
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TE: Itr_1 family 354
size: 584bp; fragments: 169; full length: 83 (>=525.6bp)
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After TEtrimmer ORF and PFAM domain plot
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