. . .CCAGCTCACCCCAGCTCAGCTCAGCTC-3'
ELLETEEEELEL T E Tl
. .GGTCGAGTGGGGTCGAGTCGAGTCGAG-5

..GC

1. DSB at Spu sequence:

€to TELO5L, URA3, CAN1 to PCM1, CEN5, TELO5R>

5’ -AGCTCAGCTCAGCTCAGCTCAC
TELRLLUELELEL L
3’ -ICGAGTCGAGTCGAGTCGA(

CCAGCTCAGCTCAGCTCAGCTCAGCTCACCCAGCTCAGCTCAGCT!
II||||II||||I||I||I||l|II||||II||||I||I||I||
GAGTCGAGTCGAGTCGAGTCGAGTGGGTCGAGTCGAGTICGAGT TCTAGAACC

2. 5’-3’ resection:

5’ -CAGCTCAGCTCAGCTCAGATCTTGGC. . .
|II||||II|I|II||||II||||II
GA

3’ -TICGAGTCGAGTCGAGTC GAGTCGAGTCGAGTCGAGTC GAGTCGAGICGAGTC GTCTAGAACC!

3. 3’ single strand fold back, 4 nt microhomology annealing, 59 nt hairpin loop formation:
CTGAGCTGGGTGAGCTGAGCTGAGCT
G G

A AGCT-3"
G I

T TC ‘GAGTCGAGTCGAGTCTAGAACCG. . .

'CAGCTCACCCAGCTCAGCTCAGCTCAGATCTTGGC . . .
IIII||||I|||||I||I||I||||II||||I|

B

1. DSB at or proximal to Sy sequence:

€to TELO5L, URA3, CAN1, Su to PCM1, CEN5, TELO5R>

CCGCCTGGCTGACCGCCCAACGACCCCCGCCCATT . GGTAGGCGTGTAC AGA. ..
IIIIIIIIIIIIIIIIIII|III|I|III|||III||III|||I I|III|||III||III|I|III|I|III||IIII||III|I|II
.. 'GGACCGAC! . 'CCGCCATCCGCAC 'GCCACCCTCCAGATATATTCGTCT. . .
2. 5-3' resection and 3’ end processing:
5’ -AAGCAGA. . .
LI
37 TGGGGGCGGGTAA. . . TTTACCCGCCATCCGCACATGCCACCCTCC TCGTCT. . .

3. 3’ single strand fold back, microhomology annealing, 441 nt hairpin loop formation:
ATGGGCGGGGGTCGTTGG
A G

cger-3'
Il

(o] G
GAGTCGAGTCGAGTGGGTCGAGTCGA

4. 3’ extension; Break-Induced Replication:

11
GCCACCCTCCAGATATATTCGTCT. . .

T
TTACCCGCCATCCGCACA

4. 3’ extension, Break-Induced Replication:

GTCGAGTCGAGTGGGTCGAGTCGAGTCGAGTCGAGTCGAGTGGGTCGAGTCGAG!

||III|I|III|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIII||IIIII|III|I|III|lIIII||III

' TCGAGTCTAGAACCG

€to TELO5R, CEN5, PCM1 to PCM1, CEN5, TELO5R>

C

CTGAGCTGGGTGAGCTGAGCTGAGCT ATGGGCGGGGGTCGTTGG
G G A G
A AGCTCAGCTCACCCAGCTCAGCTCAGCTCAGATCTTGGC. . . 'GGGAGGTCTATATAAGCAGA. . .
G TULELECCEEELEL LT T LELLLEEEETTT LT
T TCGAGTC ‘GAGTCGAGTCGAGTCTAGAACCG. . . GCCACCCTCCAGATATATTCGTCT. . .
c T
GAGTCGAGTCGAGTGGGTCGAGTCGA TTACCCGCCATCCGCACA
5. Second strand synthesis; Inverted duplication GCR breakpoint seq in clone A7: 5. Second strand synthesis; Inverted duplication GCR breakpoint seq in clone A8:
—_—
CAAGATCTGAGCTGAGCTGAGCTGGGTGAGCTGAEICAGCTCAGCTCAGCTCACCCAGCTCAGCTCAGCTCAGCTCAGCTCACCCAGCTCAGCTCmCAGCTCACCCAGCTCAGCTCAGCTCAGATCTTGGC_ . .TCTGC" 'CTCCCACCGCCCAACGACCCCCGCCCATT. . GGTAGGCGTGTAC AGA. ..

I|II||||II||||II|I||I||I|II||I|II||||II|I|II
'TACCCGCCATCCGCACATGCCACCCTCCAGATATATTCGTCT. . .

|I|III|I|II||||II|I||I||I|II||||II||||II||||
o5 ‘GAAT TTGCTGGGGGCGGGTAA. . . T
%

€to TELO5R, CEN5, PCM1 to PCM1, CEN5, TELO5R>
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