Start crop Point End crop Point

1 MSA length = 1125
ATTTATTTAAATAAA AAATATEGATTTAGGCGTTTTAGTTTGGCCTAGGACATACTAAAAGTTCCHATCGTTGT - - - - - - - - - - TATETCTAGCAAACTAAAACGCCTGAAATCGGATATTTRCTRTAACATARAR-ATTEA - WA T AT CCACARACATCTA BAGAT 1 TAAA- - - - - - -
- - -TETTTAAATTAAAMA AAATATIMGA T - - - - o - oo o oo ITTCCTATCGTTGT ---------- TATGTCTAGCAAACBAAAACGGCCTGAAATIGGATATTTCC------------------ ATA- - oo e e o e e e TTAARTRAAR- IG
- - -TEBTTTAAATTAAAMA AAATATIGAT - - - - = o oo m ot e e e e e oo LI X o N oL T
AAATATIIGATTTRGGCCGTTTTAGTTTGGClTAGGACATACTAAAAGTTCCTTCGTTGT - - - - - - - - - - TAJJG TCTAGCAAACTAAAACGGCCTGAAATCGGATATTTCTGTAACATARARAATTTATRATARA

----------------- G- - - e e BATGTCTAGCAAACTBAAACHGCCTGAAATC - - ATATTTCCTGBAACATATAGA - - - - - -
ATTTATET------- AAATIITEIGA T - - - - - - - o - oo oo e TATGTCTAGCAAACTAAAACGGCCTGAAATCGCRBCRT THCE------------------FATANTAATATTT TETTAGAATTT 17-------- -
GTTERTTT-------- AABT BT - - - - - - - - - - s e TATTCTAGCAAATAAAACGGCCTGAAATCGGATATTTCCTGTAACATARARA- - - - - -
ATTTEGH- ---------- AAATATIMMAATTTAGGCCGTTTTAGTTTGGCCTAGGACATACTAAAAGTTCCTATCGTTGT - === === - - - TATGTCTAGCAAACTAAAACGGCCTGAAATCGEATATTTCCTTAACA- - - - - - o oo - -
ATTTEGH- ---------- AAATATIMMAATTTAGGCCGTTTTAGTTTGGCCTAGGACATACTAAAAGTTCCTATCGTTGT - === === - - TATGTCTAGCAAACTAAAACGGCCTGAAATCGIATATTTCCTITAACA ------------
ATTTATTT-------- A1TAT ------------------------------- BAAArTBRTTCRBATCTRGCT---------- BrrcTcTAGRAAACTAAAACGCCTGAAATCGGATATTTCTGTAACARARA
---------------- AAMT A e
ABTTATTT-------- R 1 -\ (] BrrcTcTAGCAAARTAAACGGCCTGAAATCGGATATTTCITGTAA
- - -TATTTAATTAA- AAATATEIGAT TTABGCCRT TT TG T T TGOl T A~ - - - - - c - c oo oo oLl

------------------------------------------------------------ BrrcTcaccanncTAAAACGcTGAAATCGGATATIITCCTGTAACATARA

--------- TTTTAGTTTGICCTAGGACATACTAIAAGTTCCTITCGTTGT— - —TATITI!A.AAACTAAAACGGC TGAAATIGGATATITCCTGTAAIATA A - -TTAIAT
Gl T TAGGHCHTTTTART TTGGCCTAGGACATACTAAAAGTTCCTATEGTTGT - - - - - - - - - - ATGTCTAGCAAACTAAAARGGHCTG TCGGATATTTCCT@TAACATATEBTAA - - - - TBATATA- - -« ==« === - - - TAAATRT
GATTTAGGCC TTTTABTTTGGCCTAGGACATACTAAARGT THCEATRGTTGT - - - - - - - - - - TGTCTAGCAAACTAAA GlAATCGGATATTTCCTGTAARATARANG GATACTGGCTAGTTTGTAA /' //C

----------------------- G.CAT.TAAAAGTTCCTATCGTTGT——————————————————————————————————————————————————————————————————————————————————————————————————————————

-------------------------------------------------------------------- AAAT
GATTTAGIiCGTTTTAGTTTGGCCTAGGACA.CTAAAIGTICCTATIGTTGT TTAGET
GATTTAGGCGTTTTAGT TTGGCCTAGGACATACTAAAAGT TCCTATCGTTGT = - = = = = = = = = = = = & s & s o s o e m et f o o o ot ot o ot o o o o b o e e b e o b b f o f o m o m o f o m o d o e o e o e o oo mmimemoei o
N B AT AAABGE T CCTACGT TG T - - - c e e e el AlG- - -TA- -ATANA
L e TATG- AABTAAAACGGCCTGAAITCGGATATTTCCTGTAlCATARGG - TTTAT
AAATATEGATTTRCECCGTTTTAGTTTGGRCTABCARARBACBEAAART TCCTRTCOTTRT - - - - e e - - AACTBAAARGGCRTGAAATGGATATTTCRTGTAACAT - = - - - = - - - - - ATARA
------------------------------------------------------------------------------------------------ TITGT— -AGCAAACTAAAACGICTGAAARGGARART TCcCTGTRA- - - -[lBA - - - TA- - ATARA
--------------------------------------------- TT@T
oo Il
GATTTAGGCCTTTTAGTTTGGCCTAGAACATACTAAAATTCCTRTCGTTGT
GAT - -AGGCCGTTTTARTTTllccTlicGAacATACTAAAAGTTCCTATCGTT

AITTATTTAAATIAIA
ATTTATI—AAATTAA—
ATTTETTTAGAT - - - - CGEAA T TARTRA TG T TAGAA- - - - - - -

GCI

AWRTAT
AAATAT
ATAT

ACTTATTTAAATTAA

AT.ATTIAAAT.A

-------- AAATT - - - ---TA-GCCGTTTTAGTTTGGCCTAGAMCATACTAAAAGTTIICTATCG
-------- AAATT - - - ———TIA—GCCGTTTTAGTTTGGCCTAGAICATACTAAAAGTTICTATCG THT
______________________________________________________________________________________________________________ A
--------------------------------------------------------------- G- TTTAT
---------------------------------------------------------------------------------- GTTGT AATITAA
------------------------------------------------------------ A-----T
- -TRTBT----- - - ABTTEG T TGEACATHT TATATBAAABAGRT AT - - - - - - - - - - - - oo oo TARA - -
ATT-ATTTAGABTA - -TAGEA T TGEARA THT T ABGEA A BB T ABBTCAG - - - - - - - - - - - - oo oo B - - - e e e s el ATA
A -

IATGTCTAICAAACTAAAA.GCCTGAAATC.A ----------------
TATGTCTAGCAAACTAAAACGGCCTJAAATCGGATATTTCCTGTAACATA AAT - T A
------------------------------------------------------------------------------------------------------------------------ TAT - - AfA
--------------------------------------------------------------------------------------------------------------------------- TAT -lARA
ACTTATTTAAATTAA TATGTCTAGCAAACTAAAACGICCTGAAATCGGATA- --------- AAT -BIGTA
GCRTATTT--amem oo TATGTCTAGCAACTAABACGGCCTGAAATCGGATATTTCCTGTAACATA AAT -BATA
------------------------------ TATGTCTABMCAAACTAAAACGGCCTGAAATCGGATATTTCCTGTAACAT ABT - A
TATGTCTAMCAAACTAAAACGGCCTGAAATCGGATATTTCCTGTAACAT
TATGTCTAG AAAITAAAA.G.TG ------------------------

ATGTCJAGCAAACTAAAACGGCCTGAAATCGJATATTTCCTGTAACATA
ll -!AGCAAACTAAAAI—GICTIA.TCGGATATTTCCTGTAACAIA ------------------------------- LAAT
AAC
TTAAAT

----------------------------------------------------------------- CTAGCAACTAAAACGGCCTGAAATIJGATRTTTCCTGTAACAT /AC /T/GTAAGTA CTGGC/TATTT AfA

TATITCTAGIAAACTAAAACGGCCTGAAITCGGATATTTCCTGTAACITA TIAAATIAAT— ATA

-------------------------------------------------------------------------------------------------------------- TTABET

ATTTAITTIAAI———AIA A T.AT
GCraTTT TCTRTATAT TATGTCTAGCAACTAABACGGCCTGAAATCGGATATTTCCTGTAACATA TTAAACRAAT -BATA
TITITCTAGCAAACTAAAACGGCCTGAAATCGGATITTT.TGIAACATA TTAAATHAAT - - - - -
----- AAATTAI—IA.ATCITAT TET
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size: 1125bp; fragments: 199; full length: 0 (>=1012.5bp)
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y 734 fastab.bed ufbed g Lbed fm Lbed 0 0 benfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries

size: 1497bp; fragments: 108; full length: 0 (>=1347.3bp)
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TE: mnd_5. family_734 Before TEtrimmer 1293 bp

size: 1293bp; fragments: 165; full length: 2 (>=1163.7bp)
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