Start crop Point End crop Point

1 MSA length = 7433 1

-------------------------------------------------------------------------------------------------------------- AATAAAAAAAAAA - - TAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAABGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAA - - - - TAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAA - - - TAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAA - - - - TAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAAAARAAAAAAAAAJGGTCCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAAAA - TAAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA

AATIAAA GGCTTAAATAAGTAA- - - -« - - - TIAATTIATIT.TAGIT ------------------------------------------------------------ AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AAT -GABATAATTTAGAT - - - - AAGTAAAATATTTGTTCACTTATAAGTTATAAACTTIC - ARAAGTTCITTA- - - - AATTAA- - - - - - - - CBTTAAR- - - AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
ATGGARTGATTTRAABAAGTAA - - CAAATATTTATTAATTTATTGGTRATABATTTTTJATAAAGT TCABBBACGGTTATTAATAAGTTTGGTTTAT- - - - - - - - -- AATTAAAAAAA - - - TAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAAAA - TAAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA
AATGGAAAAATTTAAAT AR TAAITCAATTATTAACTAACTTATTAGTTATAABCTTTTTATAATTTTCAATTATATAAATTAAAAGGCCGGTAAT - - - - - - - - - - AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AATGGAAATA-TTTAAATAAGTAAGTCAA - = = = = = = e e e e e e e e e o e TATAAACTTTTTATAAAGTTCAATTATATTAATTAATAAGGTTGGTTTAAT - - - = = = = - - - AATTAAAAAAAAAATAAAAAAAABGGACCACAAAATATAGTGGTCTTACA

AATTAAAAAAAAAAAAIJAAAAAAAGGACCACAAAATATAGTGGTCTacCA
AATAAAAAAAAAARAAAAAAAAAJGGTCCACAAAATATAGTGGTCTTACA
AATAAAAAAAA - - - ATAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA
AATTAAAAAAA - - - - TAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AATTAAAAAAA - - - AAJAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AATAAAAAAAA - - - ATAAAAAAAAGGTCCACAAIATATAGTIGTCTTACA
AATIAAAATAATTAAAR- -GTAAATCAAATATTAATTAATTTATAAAT -BTAAACTTT T T AAGET TRARTABAT T T TAAT- - - TTGfTTTRAT- - - - - - - - - - AATAAAAAAAAAA - TAAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA
AABGAAAATAATIITAAAT - - - - - oo - - AfaTTAGTTARTEATTAATR-

-------------------------------------------------------------------------------------------------------------- AATAAAAAAAA - - - ATAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAA - TAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAA - - - - TAAAAAAAIG-AIAAIA— e
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAA - - - ATAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATAAAAAAAA - - - ATAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AAIGGAAATAACTTAAAI ----------- ACATTAACTAATTTATTAATTAIAAAT—TTTTATAAATTTCAA.ATATTAATIAArAIG— -.ElEAIT ---------- AATAAAAAAAAAA - - TAAAAAAAAGGTCCACAAAATATAGTGGTCTTACA

AGGCCGGTHAAT

-------------------------------------------------------- TTTTTATAATTTTCAATTATATAAATTAA s - - -AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
------------------------------------------------------------------------ TTATATTAATTAATAAGGTTGGTTTAAT - ---------AATTAAAAAAAAAATAAAAAAAABBGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAIGGACCACAAAATATAGTGGTCTTACA
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAA - - - - TAAAAAAAAGGACCACAAAATATAGTGGTCTTACA
AB-------- GTTTAGT - - - -G T AAAACAT T - - - - - - oo et AATTAAAAAAA - - - - TAAAAAAAAGGACCACAAAATATAGTGGTCTTACA TTA---TT
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAA - - - TAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA TTGETA-T
----------------------------- ATATTTATTAATTTATTGGT- - -« -------c-c-c-coco- - -ACGGTTATTAATAAGTTTGGTTTART----------AATTAAAAAAA- - - TAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA TTGITA—T
-------------------------------------------------------------------------------------------------------------- AATTAAAAAAAAAATAAAAAAAAAGGACCACAAAATATAGTGGTCTTACA S

AATGGAAATA-TTTAAATAAGTAAGTCAA - = = = == = s mmmmme e e o - TATAAACTTTTTATAAAGTTCAATTATATTAATTAATAAGGTTGGTTTAAT = - = = = = = - - AATTAAAAAAAAAATAAAAAAAABIGGACCACAAAATATAGTGGTCTTACA AT - - AA AAAT AA A THBATARTAAT
AATGGAAATA-TTTAAATAAGTAAGTCAA - = = = == = s mmmmme e e o - TATAAACTTTTTATAAAGTTCAATTATATTAATTAATAAGGTTGGTTTAAT = - == = = = - - AATTAAAAAAAAAATAAAAAAAAIGGACCACAAAATATAGTGGTCTTACA AT - —AA. I IAAAT.AIAA-TIATAITAAT

TTA---TT
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 7433bp; fragments: 1971; full length: 0 (>=6689.7bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 7780bp; fragments: 1968; full length: 0 (>=7002bp)
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TE: md 5 family 2485 Before TEtrimmer 4337 bp

size: 4337bp; fragments: 952; full length: 4 (>=3903.3bp)
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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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