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Ligd-iRE Line 1

cDNA YourSeq

BBCCAGTATC TGGCCAGGCA
TTCCCTACTC CACAAAGAAA
CAGTGTATCT GGAGAATACA
Ttttttc

Genomic chrS :

tasactatat aatagtcasa
tgeatgttcc aggaaaaaca
CAGTATCTGG CCAGGCAGTG
CCTACTCCAC AAAGAAAAGT
Toatgastat catatagctc
ctttatggaa aaaggaggag
tcasacatag ttcagectge
atagaggaca aaacaaacat
acacaactaa atcageaggt
cttctgacat ctgtaactac
ctggtttgea taactgactg
catggtggtg cataatacta
atgacgtgta ttaaatactt
taggta TATC TGGAGAATAC
gagcasacg attcaagttg
ggtgtgaata cacgagcatc
a

GTGGAGATTA
AGTCTCACAT
TATAGTCTCG

caagtattct
actaatgett
GAGATTATGA
CTCACATCAA
asatttgttt
gegatcaggg
tctggaaact
cacttctaag
cagatcaaga
aattttggtt
caccagccac
cagttataat
tctgaatgtc
ATATAGTCTC
cgtttataat
ttaaaacaac

TGAAATTCCT
CAAGTGGCAA
AACTTTTTCT

aaaaataatt
tattatgtga
AATTCCTCAT
GTGGCAATTT
gtggaactaa
ctgggetggt
attcacagca
tegtattttt
taagccacct
sactgcttee
ctgggtectt
ttctgtacaa
ccaatacaag
GAACTTTTTC
aatagtgtat
tatcaacaca

CATACTCTAC
TITGTGCTCC
CAACGAGCT

tcaagtaaaa
cttcagacaa
ACTCTACTTC
GTGCTCCCAG
ttattasatg
tasatagaca
ttagtagctt
cacagaggaa
gggactgtat
cttgttgaag
caagtgggta
cgcatgtaag
tgcacttcta
TCAACGAGCT
tgtaggcaat
gasaaccaag
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10025129
10025179
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10025279
10025329
10025379
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Lig4-iRE Line 2

cDNA YourSeq

AGTGGAGAT TATGAAATTC
ARAGTCTCAC ATCAAGTGGC
gttataCTTC TATAGGTATA
TCTCAACGAG C

Genomic chr§ :

tcaaacaagt attctaaaza
asacaactaa tgetttatta
AGTGGAGAT TATGARATTC
AAAGTCTCAC ATCAAGTGGC
agctcaaatt tgtttgtgga
aggagEEgat caggEctggg
cctgetetgg aaactattca
aacatcactt ctasgtcgts
caggtcagat casgataagc
actacaattt tggttaactg
gactgcacca gecacctggg
tactacagtt ataatttctg
tactttctga atgtcccaat
AATACATATA GTCTCGRACT
agttgcgttt atastaatag
geatcttasa acaactatca

CTCATACTCT
AATTTGTGLT
TCTGGAGAAT

taatttcaag
tgtgacttca
CTCATACTCT
AATTTGTGCT
actaattatt
ctggttaaat
cageattagt
titttcacag
cacctgggac
cttcccttgt
tocttoaagt
tacaacgeat
acaagtge/ C
TTTTCTCAAC
tgtattgtag
acacagassa

ACTTCCCTAC
CCCAGTGtat
ACATATAGTC

taaaatgcat
gacaacagta
ACTTCCCTAC
CCCAGTOatE
asatgcttta
agacatcaaa
agcttatags
aggaaacaca
tgtatcttct
tgaagctggt
BEEtacatgg
gtaagatgac
TTCTATAGGT
GAGCTggage
geaatggtpt
ccasg

TCCACAAAGA
gctatacgaa
TCGRACTTTT

gttccaggaa
tectggecagy
TCCACARAGA
aatatcatat
tggasaaagyg
catagttcag
ggacasaaca
actaaatcag
gacatctgta
ttgeataact
tggtgeataa
gtgtattaaa
ATATCTGGAG
aaacgattca
gaatacacga
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