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ererTCeT:

100586937

100587037

100587137

TeTTTCTTTTCC

TGAAGAATT T 10067237

cr

AGARAGAGAATTCACAATTGAGTAAGTTACATTCAC T

100587337

TGACCCTTTCT 100587437

100587537

T TTTCTCTTTCTTT

TGARGAATT TeTTCCE 100587637

100587737

100587837

100587937

100588037
Primer uc512 -

100880137
TGCAGANCTGGGTGAGTCGTTCCTCCAATA 30

T

TGGG 100568237

T TCTGCCTT T T

1666 130

TeAGTCT: T

TerTT 100580337

TeAGTCT' T
aTT

TTCARGET

100588437

aTT

cr TTACAT
cr TTACAT

100588537

TCCTGGAAGAGA 100568637

TCCTGGAAGAGA 530

CAGAAATTT' T
CAGAAATTT: T

100588737

ACAGARAA TTGGGT

TACTGATTGTTATCAGTTATTGGGCATTTG 100588837

TACTGATTGTTATCAGTTATTGGGCATTTG 730

100588937

TCCCTAAATTACTTTCCAACGTGAACAG 100589037
a0

100889137

ATCTTTARAATTACTTT

TTTAACTGCT T

100589237

TeTCT

TCCAT 100589337

ACATCARAT'

100580437

TGTATGTTTGGTAAAGTTTATCT 100569537

100589637

T 100589737

Tear

100589837

TCATTTGAAATGT T

TGCTTCATGTTCCAT 100589937

TecT

ACAGTAT

TAAGGCCTTACTTCCTTCTCCTTGTTGCCCC 100590037

100590144

CTTCTTETTCTTCTTCTTCTTCGTCTTCTTETTCTTCTTCTTCGTCTTCTTCTTCGTCTTCTTCTTCGTCTTCTTCGTCTTCTTCTTCTTCTTCTTCGTE

100590144
1001

200590144

n91

100590212

TCGTCTTCTTCTTCTTCTTCGTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCGTCTTCTTCTTCTTCGTCTTCTTCTTCGTCTTCTTCTTCTT 1201

Trerert ATAAGTGTTTTTCCCATA

TeteTTT TCGCTATTGTTTG 100500312

A TGARAGAG 100590411
1288

TTTTTT T

TTA TTC AT

TAANNNNNN 100590505

TTAATTCCAT

100590605

ATGAAGGGCTACCGAACTGAGGATGCATGAACTCCAACTCATATTCAGE

TGC 100590705

1577

TCCT 100590805

T TAT T

Tr 100590905

AAGCARAGACAGAAAACTGCTTTGGGTGTTAATCCCAT ™

TACTGATTGTTATCAGTTATTG 100591005

T Teer

100591105

GTTTT

TACTTCCCTAARTTACTTTCCA 100591205

100591305

TTTAACTGCT 100591405

1577

TTARAATTACTTT TGTCTTGAGAAA

100591505
1577

\ACTATTC 100591505
1577

TGTATGTTTGGT 100591705

100591805

100591905

100592005

100592105
1577

100592205
1577

100592305
1577

200592405

100592505

100592605

100592705

TGTTCCAT

100592805
1577

100592005
1577

100593005
1577

TTTTCCCATAATCTGTTT

TCGCTATTGTT TTTTTTCAGT 100593105

100593205

Primer uc511

TA 100593305

TAAATAATT T S
ATTAAATAATTTCACAAGGACTGTTTGGGAAGTA 1611

TAG 100593405

CAATAGGTTAGAGT

T 100593505
1674

TccaacacT

TTCAAAGGTTCATATTAACCAGGGACCAAT 100593605

74

100593705
1670

TTCAGTCACT

TTTATTACCTT 100593805

H

ATATT

H

100593905

ATTATATTGGAGACTAAGGAT T

100594005

A 100594105

TTGG 100594205

1674

TeceT TaTC

CAAAGTAATTA 100594305

1670

™ T AT

200594405
1674

TTCATAAG 100594505

T 100594505

TreTerT

7814
167

100594705

The 5' sequencing
read from the 3kb
pcr fragment
produced by primer
pair one matches
the CTBG UTR1

The last 225 bp of the
3'sequencing read show that
the CT rich region is longer
than predicted by the
genome assembly.

The middle 357 bp of the
3'sequencing read aligns
to the 3' end of the small
blue repeat, as expected

Large gap in alignment,
due to mis-assembled
genome 2.1

The first 97 basepairs of the
3' sequenceing read aligns
outside the mis-assembled
repeat section, next to the
primer binding site.



