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Repeat Masker: (P1-wwB54

Input: FASTA/text DNA file
Output: Masked Sequence, Table

Sk
score

11496
42508
20674
27
20674
438
12349
11298
27
11298
12
335
17

15
874
300
12
624
927
406
16
234
234
692
15

17

23

16

13

15

12
394
12

perc perc perc
div. del. ins.

P NSO RE NSO

[y
-~ (o]
W N ONWNOEOREBEONUWNDGWOEOONONINODNRE WM

=]
@
DO ORE EO 000,03

@

1

W
[
=

=W
(=] [=)]
ENNOWOOIONONOOOOUVNEOO®

[
[y i

1

I =y

SR

ONOOOUVERLOWW
[

=~

1

o [
D =,
%]

=
w
FURE OO WE O O00ONRE,E R RPROOERDEOEOEN0DE OV

D OO OO0 0NWE0 0O ONEWODREODODEUOWEDWENEREDOOOD

Ww i o NN®
0O OONONNDOOO

[y
~

query
sequence

UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence
Unnamedsequence
UnnamedSequence
UnnamedSequence
UnnamedSequence

position in

begin

1
1551
2537
323e@
3291
5637
5689
7436
8126
8187
9481

10331
11229
11374
14438
16416
16614
16740
16899
16901
17109
17256
17352
17389
17904
19024
19323
19414
19754
19820
24544
25339
25953

end

1555
2182
3229
3290
5636
5688
7105
8125
8186
9480
9513
1e414
11249
11400
14946
16581
16639
16893
17038
17059
17160
17290
17386
17495
17946
19069
19371
19450
19791
19838
24582
25454
25984

query
(left)

(24449)
(23822)
(22775)
(22714)
(28368)
(20316)
(18899)
(17879)
(17818)
(16524)
(16491)
(15590)
(14755)
(14604)
(11058)
(9423)
(9365)
(9111)
(8966)
(8945)
(8844)
(8714)
(8618)
(8509)
(8058)
(6935)
(6633)
(6554)
(6213)
(6166)
(1422)
(550)
(20)

F T A R e N R R R s s e e i s I

matching
repeat

Copial3-ZMm_I-int
ZMCopia2_LTR
ACO ZM
(AGCTAGC)N
ACO_7M
(GGTTGT)n

ACO ZM

ACO ZM
(AGCTAGC)n
ACO_ZM
(TAGT)n
DNA-TA-1_7ZM
(TGC)n
(GCTC)n
Gypsy-200 ZM-I
ZMCOPIA3 LTR
(AATA)N
HARB-N11_7M
PREM1A_ZM LTR
PREM1A ZM_LTR
(ATTTATA)N
HARB-N14_7M
HARB-N14_ZM
DNA-6_ZM
(cce)n
(GCCCCG)Nn
(GACGAG)N
G-rich
GA-rich
(GCc)n
GA-rich
STOWAWAY1 ZM
(GCGECC)n

repeat
class/family

LTR/Copia
LTR/Copia
DNA/hAT-Ac

Simple repeat
DNA/hAT-AC
Simple_repeat
DNA/hAT-Ac
DNA/hAT-Ac
Simple_repeat
DNA/hAT-Ac
Simple_repeat
DMA/TcMar-Stowaway
Simple_repeat
Simple_repeat
LTR/Gypsy
LTR/Copia
Simple_repeat
DMA/PIF-Harbinger
LTR/Copia
LTR/Copia

Simple repeat
DMA/PIF-Harbinger
DNA/PIF-Harbinger
DNA/PIF-Harbinger
Simple repeat
Simple_repeat
Simple_repeat
Low_complexity
Low complexity
Simple_repeat
Low_complexity
DNA/TcMar-Stowaway
Simple repeat

begin end

position in repeat
(left)

3423 4976 (1471)
713 1346 (@)
(118) 4692 3940

1 59 (@)
(871) 3939 1504
1 52 (@)
(3270) 1540 128
(121) 4689 3940
1 59 (8)
(871) 3939 2646
1 34 (@)
1 84 (@)
1 21 (e)
1 30 (@)
(5237) 973 466
(221) 1216 1e45
1 24 (8)
4 167 (215)

(1594) 1814 1674

1674 1828 (1580)

1 55 (e
187 221 (43
187 221 (43

)

)

)

1 107 (23)
1 a3 (@)
1 a5 (e)
1 55 (@)
1 36 (@)
1 39 (@)
1 19 (e)
1 a1 (@)
71 188 (55)
1 33 (@)

-
W 0N W W ]

W N NRNRNRNNNRNRLR 2R 2 e D 2 e
QLU RNV DWNRO®ODONNOND WNR @

MNNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNS
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNND
MNMNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNN
MMNNNNMNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNN
MMNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNS
MNNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNS
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNND
MNMNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNN
MMNNNNMNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNN
MMNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNS
MNNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNS
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNND
MNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
MNMNNNMNNNNNMNNNNNNNNNNNNNNNNNMNNNNNNNNMNNNNNNNNNNND
MMNNNNMNNNNNNAGCTGCTTTCACAAACCATGTTTCCATGACTGTGTGG
CACCGCTAGCTCTCGCAACACCATGTGGGTTGTAGTCCCACATGGTGTTG
CGAGAGCTAGCGGTGCCACACAGTCATGGAAACATGGTTTGTGAAAGCAG
CTTAACTAATTACTAGCTAGCTGTGAGAGAGTCGTCAGCGGCTAGCGGAG
AGTGAGTGAGAGGACCACGCGAAAGAAACGACAATAATCTCCCGTTCGTT
TTCGTTACCGATCTCGAGGTCCAACACTCGCTCTTCATTCAAGCTAGCTA
GCGCTGGGAGCGAACTCGCGTCGCATGGCAGAGCTGCCTGCTGCCGAGLG
GACAGGTCACGGTCTTCTTGACGCACGCACAGTCCATGGCGTTGGTTGGC
GTCCTGTCCATTTCGCTTTGCTGCCTCGCCATCACCGCCGGCCGGTACTG
TGCAAAGCGCGCATTGGCTAGCTTCCCTGTTGCCTTGATCTGATCATAGA
GGGGTCCCTGTCCGTGGCAAACAGTGGGATTAATGACGGCCCACGCCGGC
CCTCCCTAATGATTTCCCCCGCCTTAACGTTGACACTGCGGACGGTGAGA
GGCGCGGCTGTGGACGTACGGCGAGATCTATCGGGGGCCCATCGTCCTTC
GCGAACGATGCGTACATTTAGCGCCATATATAAACACACGCCGGCACATG
ATTACTACGGCCTATATACGCGCGTCGTGAGCGGCGCGATCAATGAGTGA
GCTAGTTCGTTGCACCAAATTGTCGATCAAGTTGCATCAGAGATCAGACA
GTAGAGTACTGTATACTCTCTCTATATATANNNNNNNMNNNNNNNNNNNMN
MNMNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNNNNNN
MMNNNMNNNNNNNNTGTACTAGGCAGGCTAAGAAACACGATAGATACCAC
GCATTCGGTTCTCATTACGAAGCTGCAGCTGCCCAAGTGCCCAACCAGCA
GCGATGATCACGTACGCTCACCATCCTGCGTCCTTGCGGTTTAAATTAAT
TACGTATGTATCCGCATCCGCATGCAGGTGGTCCCTGATCGCCAGCCACC
TCCCCGGCCGAACAGACAACGAGATCAAGAACTACTGGAACTCGCACCTC
AGCCGGCAGATCCACACGTACCGCCGGAAATACACCGLCGGGCCTGACGA
CACCGCCATCGCCATCGACATGAGCAAGCTGCAGAGCGCCGACAGGLGGEC
GCGGCGGCAGGACCCCGEGCCGECCGCCGAAGGCTAGCGCCAGCAGGALCC




Sliding Window
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public class ItsAMAIZingFASTAformat {

“public static void creatMers(String inputfiletxt, String mersOutputfa, String fastaOutputfsa, String seqID, int seqStar
{
final String INPUT _FILE = inputfiletxt; //must be a text file with only the bp letters
final String MERS QUTPUT FILE = mersQutputfa; //used as query for BLAST search (.fa)
final String FASTA DWA OUTPUT FILE = fastalOutputfsa; //used later for thlZasn (.fsa)
final String SEQ _ID = seqID; //must match the sequence ID on fasta DNA file
final int SEQ START = segStart; //starting location of the sequences

Input: masked DNA file
Output: list of 20mers (FASTA)

LhbiibLLLLb TLbLLLbu
> Segence 3
GGCCGCCCCGTTCGCCCGLC
> Seqgence 4
GCCGCCCCGTTCGCCCGCCC
> Segence 5
CCGCCCCGTTCGCCCGCCCT
> Segence 6
CGCCCCGTTCGCCCGCCCTC
> Segence 7
GCCCCGTTCGCCCGCCCTCA
> Segence 8
CCCCGTTCGCCCGCCCTCAG
> Segence 9
CCCGTTCGCCCGCCCTCAGG
> Segence 18
CCGTTCGCCCGCCCTCAGGG
> Segence 11
CGTTCGCCCGCCCTCAGGGC
> Segence 12
GTTCGCCCGCCCTCAGGGCC
> Segence 13
TTCGCCCGCCCTCAGGGCCG
> Segence 14
TCGCCCGCCCTCAGGGCCGG
> Segence 15
CGCCCGCCCTCAGGGCCGGL
> Segence 16

> Seqgence 17
CCCGCCCTCAGGGLCCGGLGC
> Segence 582
TGTTGTCTCTCTCTCTCAGA

P2-wwB54

eqence 58
GTTGTCTCTCTCTCTCAGAT
> Seqence 584
TTGTCTCTCTCTCTCAGATA
> Seqgence 585
TGTCTCTCTCTCTCAGATAA
> Seqgence 586




Blast + short

blastn -db maize.fa -query 20mer.fa -out results.out -task
blastn-short -outfmt "7 sstart" -evalue .006

Input: list of 20mers
Output: BLAST tabular results

# 1 hits found
48356468

# BLASTN 2.6.0+

# Query: Segence 2210
# Database: maize.fTa
# Fields: s. start

# 1 hits found
48356467

# BLASTN 2.6.0+

# Query: Segence 2211
# Database: maize.fTa
# Fields: s. start

# 1 hits found
48356406

# BLASTN 2.6.0+

# Query: Segence 2212
# Database: maize.fTa
# Fields: s. start

# 5 hits found
483564085

48436464

48449099

48576294

48588931

# BLASTN 2.6.0+

# Query: Segence 2213
# Database: maize.fTa
# Fields: s. start

# 5 hits found
48356404

48436463

43449098

A8576293

43588930

# BLASTN 2.6.0+

# Query: Segence 2214
# Database: maize.fTa
# Fields: s. start

# 5 hits found
43356403

48436462

| 48494897




Tabular Features Creator: .tbl

Input:

Output:

BLAST results

transposon table

Feature Table

Summary File

>Features TZ3-15 matches_after B73 Blast
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2133

2152

2224

2244

2253

2269

2287

2305

2309

2333

2381

2399

2567

2603
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3033

3053

313@

2132

2151

2223

2243

2252

2268

2286

2304

2308

2332

2380

2398

2566

2602

2828

2856

2875

3032

3@52

3179

3187

misc feature
note
misc_feature
note
misc_feature
note
misc feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc feature
note
misc_feature
note
misc_feature
note
misc feature
note
misc_feature
note
misc_feature
note
misc_feature
note
misc_feature
note

less than 1@ matches

no matches found

less than 1@ matches

no matches found

less than 1@ matches

no matches found

less than 1@ matches

no matches found

more than 1@ matches

no matches found

less than 1@ matches

no matches found

less than 1@ matches

no matches found

less than 1@ matches

no matches found

less than 1@ matches

less than 1@ matches

no matches found

less than 1@ matches

more than 1@ matches

found

found

found

found

found

found

found

found

found

found

found

found

note less than 1@ found
1 1555 misc_feature

note Transposon_LTR/Copia
1551 2182 misc_feature

note Transposon_LTR/Copia
2537 3229 misc_feature

note Transposon_ DNA/hAT-Ac
3230 3290 misc_feature

note Transposon_Simple repeat
3201 5636 misc_feature

note Transposon_ DNA/hAT-Ac
5637 5688 misc_feature

note Transposon_Simple repeat
5689 7105 misc_feature

note Transposon DNA/hAT-Ac
7436 8125 misc_feature

note Transposon DNA/hAT-Ac
8126 8186 misc_feature

note Transposon_Simple repeat
8187 9480 misc_feature

note Transposon DNA/hAT-Ac
9481 9513 misc_feature

note Transposon_Simple repeat
18331 10414 misc_feature

note Transposon_ DNA/TcMar-Stowaway
11229 11249 misc_feature

note Transposon_Simple_repeat
11374 11480 misc_feature

note Transposon_Simple_repeat
14438 14946  misc_feature

note Transposon_LTR/Gypsy
16416 16581 misc_feature

note Transposon_LTR/Copia
16614 16639 misc_feature

note Transposon_Simple_repeat
16740 16893 misc_feature

note Transposon_DNA/PIF-Harbinger
16899 17038 misc_feature

note Transposon_LTR/Copia
16901 17059 misc_feature

note Transposon_LTR/Copia
17109 17160 misc_feature

note Transposopn Simple repeaf




Secondary Output

bummary Of Created Features For P1_wwB54
Input File: P1B54blastresults.OUuT
Transposon File: transposontableData.txt

Created Features:

Number Of Transposons: 33

Number of Areas with no matches in B73: 1@1

Number of Areas with 1@+ matches in B73: 1@

Number of Regions with less than 1@ matches: 425
Number of Regions with all matches found in P cluster of B73: 227
Number of Regions with no matches found in the P cluster of B73: 33
Number of Regions with some matches found in P cluster of B73: 160@

Total Features Created: 569

Blast Results Analyzed: 14953




tbl2asn (NCBI

tbl2asn -t template.sbt -p . -j
"[organism=P1_wwB54]" -V
vb

t= template file

-p . = directory

-j = source qualifier

-V vb =generate GenBank file

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

misc_feature
misc_feature

misc_feature

misc_feature

misc_feature

misc_feature

misc_feature

misc_feature

misc_feature

P1_wwB54
P1-WwB54.

26004 bp DNA

P1-wwB54

P1-wwB54
Unclassified.

1 (bases 1 to 26004)
Test seq,T.S.

test seq

Unpublished

2 (bases 1 to 26004)
Test seq,T.S.

Direct Submission

linear

31-MAR-2017

Submitted (31-MAR-2017) test, Test, test, Ames, IA 50012, United

states of America

Location/Qualifiers

1..26004

Jorganism="P1-wwB54"

/mol type="genomic DNA"
1..1555

/note="Transposon_ LTR/Copia"
1551..2182

/note="Transposon_ LTR/Copia"
2183..2185

/note="less than 1@ found and
pcluster”

2186..2204

/note="no hits found"
2205..2224

/note="less than 1@ found and
pcluster”

2225..2254

/note="no hits found"
2255..2316

/note="less than 1@ found and
pcluster”

2317..2344

/note="no hits found"

2345, .2351

/note="less than 1@ found and
pcluster”

all

all

all

all

matches

matches

matches

matches

are

are

are

are

in the

in the

in the

in the




Final Results: P1-wwB54

(21,131) EcoRV
(19,982) SexAI*

(6087) EcoNI (19,690) Sfil PspXI (24,523)
Start (0) (6084) Bsu36I (10,313) BstZ171 (14,245) Hpal Xcml (14,454) (19,510) MauBI End (26,004)

] Transposon_D... _Transpo-.. L] i
Transposon_LTR/Copia | | | | miscellaneous Transposon_LTR/Copia
Transposon_DNA/hAT-Ac  Transposon_DNA/hAT-Ac miscellaneous miscellaneous
PiwwB54
26,004 bp

Lutters (Nonredundantl

Dark Red= transposon

Orange= more than 10 matches

Bright Green = less than 10 matches, all matches in p cluster
Blue= not matches in B73

Light purple = less than 10 matches, no matches in p cluster

Dark purple = less than 10 matches, some in p cluster



— o ——————————————————————————— s————————————————

10! 20! 30! 40! 50! 60/ 70! 8o 90! 100! 110! 120

gtacttcatgtgataagatgatactgtatcttaagaagtgttttaggtgaagagtttctttattaaccacgttttacattttactatcaaggatattaatctaacataaccacacgatag

T ETL TR e nohitsfound [N
|

miscellaneous
miscellaneous
miscellaneous

aaattat tcacaaacatactcaacatattcaggaattgttggtctgatataccataaggtaatgcgaagaaatatgtacctttattttactgcctcggaaaatttggccttttgtagatg
} } } 22,200
tttﬁﬁtﬂ.ﬂ.gtgtttgtﬂtgﬂ.gttgtﬁtﬁﬂgtCCttﬂﬁCﬂﬁCCﬂ.gaCtﬁtﬁtggtattCCﬁttﬂ.CgCttCtttﬂ.tﬂ.Cﬂ.tggﬁﬁﬁtaaﬂatgacggagccttttﬁﬁﬁCngaaaaCﬁtCtﬂC

__ miscellaneous | no_hits found S L ELETER miscellaneous [BESSSNEES ELELIERSS | no hits ... BB no hits found

miscellaneous

actgagctgaagggcagtaatcatattgagaaggtttgacttcagaagggctacaatcaaatactccactttccgagccccaattgctgcatgaagaggttggtggttcctccaaggtaa

22,320
tgactcgacttcccgtcattagtataactcttccaaactgaagtcttcccgatgttagtttatgaggtgaaaggctcggggttaacgacgtacttctccaaccaccaaggaggttccatt

B riscelaneous [l miscellaneous | no hits found . miscelaneous | miscellaneous [
no hits found | miscellaneous
miscellaneous

aagtagcaggcacaaatgtgtcacctctcgtaaaggtgattgatggatcaatttttgatgttagctccttcagcttcttttctaggagaaggctcaatgcatcaccatttacaaagttca
i 22,440
ttcatcgtccgtgtttacacagtggagagcatttccactaactacctagttaaaaactacaatcgaggaagtcgaagaaaagatcctcttccgagttacgtagtggtaaatgtttcaagt

B LD miscellaneous B BRNLECEEIENR  miscellaneous |

miscellaneous

miscellaneous
miscellaneous

gccccactgatgacagaccttcageccttgttatctgaatcatctttatcacatcctgecatccatatcaaggttgettcttgtatececcacttacccaccagtectggacagtcctgecgacg
t } } } } } } } } } } } } } } } } } } } } } t } 22,560
cggggtgactactgtctggaagtcggaacaatagacttagtagaaatagtgtaggacgtaggtatagttccaacgaagaacatagggtgaatgggtggtcagacctgtcaggacggctgc

(| _____nohitsfound Bl miscelaneous NN L LGN misc... | I = LT R |

miscellaneous | miscellaneous
miscellaneous

-_m_;

Dark Red= transposon Orange= more than 10 matches Bright Green = less than 10 matches, all matches in p
cluster Blue=not matches in B73 Light purple = less than 10 matches, no matches in p cluster Dark purple
= less than 10 matches, some in p cluster



no hits found
[miscellaneous|
Imiscellaneous
no hits found
no hits found
| I
2000! [ [ R250! [ [ 2500/ 1 27501 3000! 32501
Transposon_LTR/Copia s A
no hits found no hits found no hits found miscellaneous
Transposon_DNA/hAT-Ac
Transposon_Simple_repeat

no hits founﬂ
miscellaneous
|

miscellaneous |

|

no hits found miscellaneous

Transposon_DMNA/hAT-Ac Transposon_DNA/hAT-Ac

Dark Red= transposon Bright Green = less than 10 matches, all matches in p cluster Blue= no matches in B73
Light purple = less than 10 matches, no matches in p cluster




(21,131) EcoRV

(19,982) SexAl™
(6087) EcoNI (19,630) SAI PspXT (24,523)
‘Start (0) (6084) Bsu361\‘ (10,313) Bst2171| (14,245) Hpal XcmI (14.454) (19,510) MauBI End (26,004)
Ll I
s5000! 10,000! 15,0000 20,000! 25,000/
(< 1] fAc ORI T AT TR TERT TR T T T
] Transposon_D... —Transpo... (U8 T 1
Transposon_LTR/Copia | | | | miscellaneous Transposon_LTR/Copia
Transposon_DNA/hAT-Ac  Transposon_DNA/hAT-Ac miscellaneous miscellaneous

PiwwB54
26,004 bp
Cutters (Nonredundant) =
miscellaneous|
miscellaneous|

imiscellaneous) |

(Transposon_DNA/PIF-Harbinger| |

[Transposon_DNA/PIF-Harbinger| | |

more than 10 matches found| | |

miscellneous |

' |
['I'ransposon_DNA,:’P‘IF—HarbingeﬂI | |

|
| |
miscellaneous| | 1] '|| |
|
|[more than 10 matches found| L1 ||
ransposon_DNA/PIF-Harbinge = | |
—_— = imiscelaneous] || I
miscellaneous | 11 | |
= ! | | | |
iscellaneous) | | | | |
miscellaneous.
e e e e e e —— i — — e — e — ')
16,500 6,750 17,000 17,250 17,500
miscellaneous | Transposon_LTR/Copia | | Transposon_LTR/Copia | | | | miscellaneous
miscellaneous Transposon_Simple_repeat miscellaneous miscellaneous miscellaneous miscellaneous no hits found

no hits found miscellaneous

Transposon_LTR/Copia




(Transposon_Gimple_repeat] |

Start (0)

Transposon_LTR/Copia

Transposon_DNA/hAT-Ac

I <) |

[’I'ran:-:pt:)'_-“,t:nn_DNJﬂl,:"PIF—HarbingeﬂI |
[Transposon_DNA/PIF-Harbinger| |
[more than 10 matches found) |
[Transposon_DNA/PIF-Harbinger] | |
Imore than 10 matches found| ", | [
(Transposon_Simple_repeat| | '-I II |
(Transposon_LTR/Copia] | | |
(Transposon_DNA/PIF-Harbinger] | | | I'. I| || |
[Transposon_Simple_repeat] \ |
(14,454) Xcml "
(14,245) Hpal

more than 10 matches found|

|more than 10 matches found|

(10,313) BstZ171
more than 10 matches found|
[Transposon_Simple_repeat]

(6087) EcoNI

(6084) Bsu36I

5000 10,000

[ | Transposon_... Transp...
Transposon_LTR/Copia

Transposon_Simple_repeat

I | |
|
Transposon_DNA/TcMar-Stowaway

Transposon_DNA/hAT-Ac

Transposon_LTR/Gypsy

Transposon_LTR/Copia

Transposon_Simple_repeat

Transposon_LTR/Copia

PiwwB54
26,004 bp

Imore than 10 matches found|

[more than 10 matches found|

I.'I [Transposon_Simple_repeat]
(24,523) PspXI | | End (26,004)

25,000

Transposon_Low_complexity |

Transposon_DNA/TcMar-Stowaway




P2- wwB54

(4842) BstEII
(4214) Mrel
(3955) MauBI

(153) XmnI
(2) NotI (1860) FspAl (3650) Swal AdI (8505) PfIMI (12,503)
(0) Start\ (1761) EcoRVI (2991) AwrIl (6405) BlpI BspHI* (6732) Aarl (8897) Spel (10,517) End
2500 5000 7500 10,000 12,500
| NN N O UMMM - - (- - - - - - - - = - oo oo o SR || & s, Trensposon..
| | 11 11 O DI VT || /1N I Tren.. B |
P2: BS54
12,634 bp
e 6+ Cutters (Nonredundant?
summary Of Created Features For P2_wwB54 Dark Red: transposon
Input File: P2B54BlastResults.ouT
Transposon File: P2-BS54repeatmaskerfile.txt ()range= more than 10 matCheS
Created Features: . .
Number Of Transposons: 26 Bright Green = less than 10 matches, all matchesin p
Number of Areas with no matches in B73: 57 Cluster

Number of Areas with 10+ matches in B73: 18
Number of Regions with less than 1@ matches: 162

Number of Regions with all matches found in P cluster of B73: 82 Blue= no matCheS In B73
Number of Regions with no matches found in the P cluster of B73: 29 . .
Number of Regions with some matches found in P cluster of B73: 51 L|ght purple = |ess than 10 matches’ no matches N p

Total Features Created: 263

cluster

Blast Results Analyzed: 7644

Dark purple = less than 10 matches, some in p cluster




Mrel (5173)
BstEIT (5801)

miscellaneous

| |
miscellaneous

| miscellaneous
miscellaneous

miscellaneous

AdI (9464) PAMI (13,462)
BlpI (73564) |Aar] (9856) |Spe] (11,476) End (13,593)
| | |
2500! 50001 75001 10,000! 12,500!
| p2 >
| LTR Copi
miscellaneous
cellaneous | miscellaneous
miscellaneous
} Y T | | | T
Imore than 10 matches found| [ ]|
(458) AfIII REEN | |\\ |
N [ | 1] I | \
|more than 10 matches found]\ R ll | | | | |
— ™, | |
[miscelaneous| - ||
= RN ||| I| I| | | ‘ ‘ | [
(0) Start ,BstBI (19) LIREILINE | \
T 111
e e e e e e e e e e e e e e e e e e e e e e e e "o
250 50D 750 1000
LTR/Copia e
miscelaneous | | | | LTR Copia
miscellaneous miscellaneous miscellaneous

miscellaneous

Dark Red= transposon Bright Green = less than 10 matches, all matches in p cluster

Dark purple = less than 10 matches, some matches in p cluster

Blue= no matches in B73
Orange = more than 10 matches



Jvs B54

T
no hits founﬂ

[ '|
|
fess than 10 hts found ‘ \ | \ ‘
| =| ||
|I I
(153) XmnI | | | |I |
| | ®
(2) NotI | ‘ | || (6732) BspHI AdI (8505)
(0) Start '. '|| | (6405) BlpI
|/
2500

no hits found less than 10 hits found

12,500
P2

less than 10 hits found

no hits found no hits found

P2-wwB54(blasted against J)

Aarl (8897)
5000
not hits found | |

| not hits found
less than 10 hits found
less than 10 hits found | |
less than 10 hits found  less than 10 hits found

no hits found

Spel (10,517)

PfIMI (12,503)
End (12,634)

no hits found

BLAST database: P2[4Co63] = P2 inJ
Sequence: P2-wwB54

Green = less than 10 matches in p2 of J Blue= no matches in p2 of J



BLAST database: P2-wwB54
Sequence: P2[4Co63]

(521) FspAl T I‘ |
| I'. | || ll | ‘ III(|;~nI (4030)
| IR
(422) EcoRV || R \ ',I ||' PfIMI (4859) Afel (7244) Spel (9508)
\ | I'II | |
\| A || ‘ | BlpI (5402) AdI (7503) Bsu36I (9779)
| \ | IR
(0) Start | '-,I'I i II 'ul ll ‘lul BspHI* (5729) Aarl (7888) End (10,753)
2600 5000 7500 10,000
1 I I N e | p2 >
less than 10 hits found no hits found less than 10 hits found

retrotranspson: Ji

less than 10 hits found | | | |
less than 10 hits found unique to ] less than 10 hits found no hits found

no hits found
unique to J  no hits found

retrotransposon: Eninu

J(blasted against B54)
10,753 bp

Green = less than 10 matches in p2 of J Blue= no matches in p2 of ] Pink=regions unique to J



