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EXON

cccctgaggaaggaggtgcagtgeggtacestacs cgcaggcggagscggacsta
--Cccgaggaagga----- agtgcggtecegtecey cgcaggcggaggcggacgta
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cccgeggoctegoetettegetgeggaccgoecgectctgotcagecgacatgototegecg
cccgragoctogotottogetgoggaccgocgoctctgctcagocgacgtgototogoce

cccgeaacctegetettegetgecggaccgocgectctgetcagecgacgtgetctogecc
2 .. 8 2 o 2 2R R D8 8 0 DR B 28 i 0 R D 280 0 i 28 i 0 R D 28 R 28 i R o o o O R R . 8 28 2 i 2R e

EXON1

ctgtcatacgtcactccactcttgocccaacttccctegtacgeccctgect
ctgccatacgtcactccactcatgocccaacttccctegtocgooccctgect

ctgtcatacgtcactccgetcatgocccaacttccctegtacgooccctgect
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ctgatcgaatcgacatgctttgectitctctcca
ctgatcgaatcgacatgctttgettctctega tcgggcaaggatcgagotgocgg

ctgatcgaatcgacatgctttgecttctctega tcgggcaaggatcgaggtggcg
8 A A 0 0 8 0 0 8 0 0 D D8 8B DR0HORC 0l  AC DAl A0 080 280 e 0 0 280 0 0 6 i i i 8 i 08 8 0l e i
EXON2

tcgggcaaggatcgaggtggcsg
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tgctcaatttoctegocgegotctegtctococctottotocgs - -atctotgtactooccc
tgctcaatttectegocgegctctegtctecctettetecggocatoctoctgtoctooccc
tgctcaatttoctegocacgotoctegtctoccctottctocggocaticcctgtoctocccac
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Figure 2
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Ta5P011-2-7A-C5
TaSP011-2-7A-RE
TasP011-2-74-AP
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Tu5P011-2-G1812
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Ta5P011-2-7A-C5
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Ta5P011-2-76-C5
AetS5P0O11-2-5t
Ta5P011-2-7D-C5
At-5P011-2

TuSPO11-2-G1812
TtSP011-2-7A-Za
TaSP011-2-7A-CS
TtSP011-2-7B-Za
TaSP011-2-7B-CS
AetSPO11-2-5%
TaSP011-2-7D-CS
At-5P011-2

EXON2

A
cataggttcgggcaaggatcgaggtgecggtgctcaattticctogocgogotctogtote
cataggttcgggcaaggatcgaggtggcggtectcaatttectegecgegetectegtete
cataggttcgggcaaggatcgaggtegeggtgctcaatttoctegocgegetoctegtote
cataggttcgggcaaggatcgaggtegeggtgctcaatttoctegocgegetoctegtote
cataggttcgggcaaggatcgaggtggcggtectcaatttocctegecgegotctogtote

cctettoctocggatoctetgtoctoccoctggtacgocggtoccacaaaccccataccotee
cctettotocggatctetgtectoccoctggtacgocggtoccacaaaccoccatacccteoe
cctettoctocggatoctetgtoctoccoctggtacgocggtoccacaaaccccataccotee
cctettoctocggatoctetgtoctoccoctggtacgocggtoccacaaaccccataccotee
cctecttctoccggatctotgtoctocccctggtacgocgetccacaaaccccataccctac

Deletion-site
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--cgcccctgoctetgateg-aatcgacatgotttgottctctoccataggttcgggraag

--cgcccctgoctetgateg-aatcgacatgotttgettctetoccataggttecggecaag
--cgcccctgoctetgateg-aatcgacatgotttgottctctoccataggttcgggraag
--cgrccctgoctotgateg-aatcgacatgotttgottctectocgataggttcggecaag
--cgcccctgectetgateg-aatcgacatgctttgcttctctecgataggttcggecaag
--cgrccctgoctotgateg-aatcgacatgotttgottctectocgataggttcggecaag
--cgcccctgectetgateg-aatcgacatgctttgcttctctecgataggttcggecaag
gaatctcgtagttctgactgaaatcgaagetegttgtt------- acaggctcgtgctag
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gatcgaggtgpcgpgtectcaatttcctegecgegctetegtctecctettctccgglpgat
gatcgaggtggcggtgctcaatttoctogecgogetctogtetocctottctaogg t
gatcgaggtgpcgpgtectcaatttcctegecgegctetegtctecctottctoccgg--at
gatcgaggtggcggtgctcaatttcctegocgogetctogtctacctettctecocggecqat
t
t
t

gatcgagetgecgegtectcaatttcctegocgegetotogtctoccctottctocgy
gatcgaggtggcggtgctcaatttcctecgecacgetctogtctacctettctaog
gatcgagetgecgegtgctcaatttocctegocacgctotegtctoccctcttctoccggoca

aatcgaagtttctgttctcaatctcctoccgaa---ttttgaactccccagatccagetat
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Figure 3
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Figure 5
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Figure 6
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