Start crop Point End crop Point

1 MSA length = 6057 1

----------------------- TGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATITTCAACA TTHT - - - - TIT
--------------- - - -TGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - ---=-- —TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATITTCAACA uT— ; —‘TTT
A A---TGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - - ===~ - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTTCAACA
A - - - -TGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - -------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTTCAACA
G ATBTTGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - === = = - - TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATCTTCAACA
A AI!TTGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA ---------- TAATACCTCTGAGTAATACTATCAACGAAIAAATAGTTCAATCTTCAACA G-AATTTTA- - - - - AA
A ATATTGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - === == - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTTCAACA - - - - - I——TTTI—ATT— AG
TAATACCTCTGAGTAATACTATCAACGAAIAAATAGTTCAATITTCAACA-AT ------------ AG

TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTTCAAC- - - - - - AACTTC--AT=-- - - -
TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATITTCAACA-G—AITTTCI—AT --------
TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATCTTCAACA- - - - - AAC.TAAAT— - --A

TAATACCTCTGAGTAATACTATCIACAAAGAAAIAGTTCAATCTTCAICAI ----------------

---------- TATGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - - - - - - - -TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA - - - - - - AT
T A---TGTTTAGTGGTCATTCAGTGTTTTTATTGTRTTCTGTTTTCCTATTTTTA - -~ -« -- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACAIEAT -BT
A---TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- == «=-=-- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA - - = == = === m e mm e oo -

IGTTTAATAGTCATTCAITGTTTTTA—TGTTTTCTGTITTCCTATTTTTA ---------- TAATACCTCTGAGTAATACTATCAACAAAGAAAIAGTTCAATITTCAAIA-G
TATTGTTTAATAGTCATTCAGTGT TTTTATTGT TTTCTGT T T TCCTAT T T T TA - = = - = = m m o m e e e e e e e e e e o e o e @ e @ e @ e @ e @ e @ e @ e m e m e e e @ e e e e e @ e e e e e @ e e e e e e e e e e e e e e e e m o
TAATACCTCTGAGTAATACTATCAACAAAGAAARJAGTTCAATCTTCAfCA
TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTAJAACA
TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACAIATA

TTETA-ATTTRAA
--------------------------------------------------------------------------------------------------------------------------------------------------------------------- !ITTTIAATTC— A
TRARA A TH T ABRETH BEETTE- AT TGTTTAGTGGTCATTCAGTGTTTTTATTGHTTTCTGTTTTCCTATTTTTA -« -« - -~ - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA- - - - - WATTTT--ATT-AA
-------------------------- TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
ATE-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - -« - -« - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
TATTGTTTAGTGGTCATTCAGTGTTTTTATTGTTTCTGTTTTCCTATTTTTA- - - - - - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTARJAACA
------ TA-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATITACAACA- - - - -------

----------- -TA-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA- - - - - AATIT
------------------- TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTCTGTTTTCCTATTTTTA- -~ ----- - -TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA A—AAT!I
TA-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - - -«- - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACAGEIIAT - - - - - - - -
ATA-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- == - ------ TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTTCAACA
--------- TAJTGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- - -« - - - - - -TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA

ATA-TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- ===« = -« - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA - = = = = = == = = = = -

A---TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA---=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA

-------------------------------------------------------------------------------------------------------------- TAATACCTCTGAGTAATACTATCAACAAAGAAAJAGTTCAATCTTCAACA
A---TGTTTAGTGGTCATTCAGTGTTTTTATTGTI T TCTGTTTTCCTATTTTTA- === «- -« - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA
————TGTTTAGTGGTCATTCAGTGTTTTTATTGTITTCTGTTTTCCTATTTTTA ---------- TAATACCTCTGAGTAATACTATCAACGAAGA -ATAGT TCAATCTACAACA - = = = = = = = 2 m e m e m o e e e e i e e e e e me e o e -
ATATTGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- ===« -« - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACAATAACTTCA- - - - -
TGTTTAGTGGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- == -«--=-- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTACAACA.AT - -TTTTAAGT

----------------------------------------------- TGTTTAGTGGTCATTCAGTGTTTTTATTGTITTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAITACTATcAACGAAGAAATAGTTCAATCTACAACA-----AITTTTA
--------------------- TGTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA
EE ' BREE- - - - GTTTAATAGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA







2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 6057 b P

size: 6057bp; fragments: 202; full length: 39 (>=5451.3bp)
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size: 6358bp; fragments: 201; full length: 34 (>=5722.2bp)
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TE: d 4 family 2667 Before TEtrimmer 5382 bp

size: 5382bp; fragments: 167; full length: 1 (>=4843.8bp)
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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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