Start crop Point End crop Point

1 MSA length = 2221 1

—————————————————————————————————————————— A-ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---------- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

--ATAAA- - -AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
|AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT —————————— GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAAEEINT - - - - - TT--TAA---EG T A - - -----------------
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TTT-THRAAA-ACATATGT TGTECATAT - - - ----------
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA !E#G—

GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
————————— GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

----AAB

TAAAA.AT

AIT AA -G
_ATAAAAA

AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
—————— AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGICGAAT——————————GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA—
ATAAI—A AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
———————————————————— AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAA
————————————————————————————————————————————————— IAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT——————————GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
———————————————————————————————————————————————————— TAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TGAA T A AT.A—A AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

IC“T.A.ATAAA - AIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT —————————— GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
—————————————————————————————————————————————————— AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
———————————————————————————————————————————————— GIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT——————————GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

-ATAAA- -BAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT -----=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
-ATAAA- - -AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---------- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
—ATAIAAA AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AATAAAABBIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT -----=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
—ITAIAAG AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

——————— ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA - -
AGIAAA—— AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AA

AABEGEAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT = = = = = = = - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA - = - = = - = = = - -
-ATABA - -WAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - == == - = - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TT TTETTAG- - ARTHIEA GG T AGATAGT - - - - - --------
AATAMA - AMAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - = = - = = - = - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA-TT.— —!.AA— - - Gjj-ATTAB
-ATAA-AABIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - == == - = - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA - = - = = - = = - - - TTT-TAA-- - ATTTTCAGT TTTTA- - - ------------

> > > > > > > > >

—————— AT.AAA AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT
——————————————— GEMAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT

————— -GTAA------TAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT AI—ATTTAAA

- AAA - AAAT AAIAAA———AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ———ATTIAA—

———————————— TAAAA- - - - ——TAAAIA AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA R I I R R
————————————————————————— -ATIRAA - -BAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
- AAAAAAAT AAI!AAIG AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

—AAA—IAAT AATAAAAABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT -----=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
—————————————————— ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

------------------------- -ATlAA- -BA- TAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - - - - - - - - - -GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

------------------------------------------ ATAAAAAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TT e e
------- ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA TT TTTTTEA- - - BT e
-GjAAAJARAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - - - - - - - - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA . ACAG---------- TRTHTINT--------------------

------------------------------------------------ ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----------GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAAM- - - - - - - - - -CTT-=----- el
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTRAAATGARTRCGTRHARE TBCRTCTTTTTRCHAR- - - ----------
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

TAGAATECCGA T ATTGA - - ------- AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ----=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TARA ATAIA—— AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=----- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
TGAAATACT T TGGAC-A- - - - - - AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT ---=-=-=-=---- GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA

ABAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - - - - = = - - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
-—.A—AAIT.C.A-TG-AGTA-A AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - - - - - - - - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
ABAATAGCTATTTATGTAACTAGTACCJAAAATGATGTTTTTTAGGACGAAT - - - - - - - - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AAAAAAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT - - - - = = - - - - GACTGAAATGAGTCCGTAAAATAGCTGTTTTTGGGAGCGTATGACAAAAA
AA- -BIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT

GEIAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT
----------------------- .T-T.TA-—GTAAA—A AATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT
-------- TRRTGH T ------- - - - ATAATAGCTATTTATGTAACTAGTACCTAAAATGATGTTTTTTAGGACGAAT
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_
size: 2221bp; fragments: 5726; full length: 399 (>=1998.9bp)
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