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CRISPR/Cas9 Knockout of genes associated with the BCL-2
family and mitochondrial fission/fusion in mouse T-cells.
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pMx-U6-gRNA-PGK-GFP (Retrovirus)
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Main Lab, -20°C Freezer, Bottom left rack, BCL-2 Library SS
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Sam Schaefer
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Species Mouse (Mus musculus)

Total Gene # 32

Total Target # 138
Gene Group

1. Negative Controls (Nontargeting controls from BRIE library)10

2. Positive Controls n/a

3. BCL-2/Mito Genes 32
Target Number

1. Negative Controls 10*1=10

2. Positive Controls n/a

3. BCL-2/Mito Genes 32*4=128




Genes

sgRNA Seqs

BCL-2

BCL2L1 (BCL-X)

BCL2L2 (BCL-W)

BCL2A1 (ACC-1)

MCL1

BCL2L13 (BCL-RAMBO)

BCL2L10 (Boo/Diva/BCL-B)

BCL2L12

BCL2L14 (BCL-G)

BCL2L15 (Bfk)

BNIP2

ACATCTCTGCGAAGTCACGA
GTGGCAACGAGGGGCCTGAG
ACCTGACGCCCTTCACCGCG
TGTCACAGAGGGGCTACGAG
AGTAAACTGGGGTCGCATCG
CAGGCGATGAGTTTGAACTG
TGTCGAAGAGAATAGGACTG
CTGCTCAAAGCTCTGATACG
ACTTTGTAGGCTATAAGCTG
TGGGGTCACGTGTAGCTGAG
TTCCAAGGGGGCCCTAACTG
AGCCCAGCAACGCTTCACCC
TTTGTAAGCACATACATCCA
ATGGAAAAAGAGTTTGAAGA
AGCACTCTGCATGCTTGGCT
GCTCATGCATATCCACTCCC
CTCCTCCGGAGACACGATGG
AGATCATCTCGCGCTACTTG
CGTGCAGCGCAACCACGAGA
CGGCCGACGCGGTGACGTCG
CTGAGGAGGAGGAATACCCG
GTCACTGTCGGGGATTCAGG
AGGTGTTGTAGCAAAACTAG
GGGTTAGCAGGGCTAAACAC
AAGGCCGCCTCGACAGACGT
ACTACATATTCTTCTGCGCA
ATTCATAAGCGTCCCCGCGA
CACTGCATGAACGCACTAGA
CAGGCTCGGAACCATAGCAG
CCCTAGGAGTCCTGCCCAAG
GGGGAGAGGAGCTCCCCCCA
CTGACGGCCTTCCTTAAGCG
GGCTTGTATTGCCAACAGAG
CCTTTATTCTTAGAGTCACA
TTGGAGAACACTCTTCAGGG
TTCCCGGTAGAGCGGCAGAG
GATCACCCAGTATTCGAAGG
CAGCAGAACCTGGTGCACTC
TTCTGCCAATAATATCATTG
ATAGGTTCCGGTTAGCAGCG
CAATCCTGAACATGCGCCAG
ACTACTGAAGTCATTAGGAA




Genes

sgRNA Seqs

BAX

BAK1

BOK

BID

BCL2L11 (BIM/BOD)

BAD

BMF

PMAIP1 (NOXA)

HRK (DP5)

BBC3 (PUMA)

TCCAGCTTCATCCAAATCAT
AAAAAAGTTATTAGCCATGG
GGACACGGACTCCCCCCGAG
CAACTTCAACTGGGGCCGCG
CCAGTTCATCTCCAATTCGC
GTTTCATCCAGGATCGAGCA
GCCCACAGCCTATTTAAGAG
GCAGGAGGCTCTTACCAGAA
GGTAGACGTACAGGGCCAGA
GGAACTCTGTGTCGTAGCGC
TCCCAGCGTATACCGGAACG
CCCTGTATTCCGTGGCCGCG
GCCGGGAGTACGTGCACGCG
CTCTCTCTAGGTATCACATG
CCACAACATCCAGCCCACAC
GCCTGTGCAAGCTTACTGGG
GCCAGCCGCTCCTTCAACCA
CATGAATGGCAGCCTGTCGG
AGGTAATCCCGACGGCGAAG
AAAAGAGAAATACCCACTGG
CAACCACTATCTCAGTGCAA
GTTGACTTGTCACAACTCAT
TCGCCACAGTTCGTACCCAG
GTTGCTCCCCAGGAGACCTG
GCCACCAACAGTCATCATGG
AGACGCTAGTGCTACAGATA
GCCCTGGCATCACAACTCGG
TCTAGCTCCTCCACACACTG
GAAGAGCTGGAGTCGACTGA
CAATACCGCGCGGTGTGCCG
GAGACAAAGTGTATTGCACG
GCAGCTCAACTCAGGAAGAT
TGCCCGGGAGAAAGGCGCGT
ACGCGCCAGTGAACCCAACG
TGCCCGTGTCCCCGGCATCG
CGCGGGCCCCCGGCCGTGETG
GCGCCATGCGGCGTCGCGCG
CGCGACGCCGCATGGCGCGT
TCGCGGGCTAGACCCTCTAC
GGGCGACTCTAAGTGCTGCT
AGGCTGCAGGATACAGCGGA
GGTCACCGCAGCCGGCCCAG




Genes

sgRNA Seqs

BNIP1

BNIP3

BIK

DNM1L

FIS1

MFF

MFN1

MFN2

OPA1l

PLD6

MIEF1

GATTGTCAAATTCGACCTAG
GAGGAGACTCCTTACGGCAA
AGGAGCTCGAACAGTCAGCA
CCATCACAGAGAGTCTCATG
TGAAAACGGACTTACTTGG
GTCACCATTATAAATAGAGA
GCTGAAGTGCAGTTCTACCC
TGGCGAGAAAAACAGCACTC
TGCCTGGGATTGCTATACAC
GACGGGGGCTCCGCAGACAC
CAAGACTGTTCCACACGACC
TACAGCCGGACAGGTGTCAG
AATCGTGTTACAATACTCTG
GTGACCACACCAGTTCCTCT
GATGCCATGGATGTATTGAT
GCACAAATAAAGCAGGACGG
GGTTCGAAGCAAATACAATG
CTTGAGCCGGTAGTTGCCCA
GCACGCAATTTGAATATGCC
AGGCTCTAAAGTATGTGCGA
GGATAAGCGACAAAATGCCA
TGTTCGCCAAAATGGACAGT
AGGTATTAGTCAGCGAATGA
GCAAGTCCCAGAGAGGATCG
ACTTGATCGAATAGCATCCG
TTTACCTGTCTACTAAAACC
CATACTGGACTCAGTAAACG
GCTCAAGGTTGTAAGTCCGT
CCGAGGCAGACGCATCCCAG
AGAACTGGACCCGGTTACCA
ATAAACCTTGAGGACAACTG
GTGGTATGACCAATCCCAGA
GCGCCTGCGAGAGCTCGACA
AAGTGACAAGCATTACAGGA
AGAGCGTGTCATCATCTCGC
AGGTTGTACTGTTAGCCCCG
TGCGACTACATGGCCCTCAA
AAGAAGAGCACCTCGCGCCT
AGGCTTTACTGCAGGCCCCA
GGGTCTCGCGCTGGCCCTAG
GGTAGCCACCTACAACACAT
CTCTCCTCGCCTATTGAACA




Genes sgRNA Seqs
TTGCCACACTGGCAGTTAAG
CTTCGGGACATGTACTTGAG
Control 1 AAAAAGTCCGCGATTACGTC
Control 2 AAAACGGCTCGATCGGTGAT
Control 3 AAAACGTAATTATACCGAGC
Control 4 AAAATTGCACCTTCCCGGCC
Control 5 AAACCCCCGCGCGGAGCGTC
Control 6 AAACCTAGCGTAGATTCGGC
Control 7 AAACGAGGCTGTTCGTACAC
Control 8 AAACTCATACGTAGCGAATC
Control 9 AAACTCCCGTGTCAACCGAT
Control 10 AAAGACGTGCATTCAGCGAG




Genes sgRNA Seqs |

BCL-2 ACATCTCTGCGAAGTCACGA
BCL2L1 (BCL-X) AGTAAACTGGGGTCGCATCG
BCL2L2 (BCL-W) ACTTTGTAGGCTATAAGCTG
BCL2A1 (ACC-1) TTTGTAAGCACATACATCCA
McCL1 CTCCTCCGGAGACACGATGG
BCL2L13 (BCL-RAMBO) CTGAGGAGGAGGAATACCCG
BCL2L10 (Boo/Diva/BCL-B) AAGGCCGCCTCGACAGACGT
BCL2L12 CAGGCTCGGAACCATAGCAG
BCL2L14 (BCL-G) GGCTTGTATTGCCAACAGAG
BCL2L15 (Bfk) GATCACCCAGTATTCGAAGG
BNIP2 CAATCCTGAACATGCGCCAG
BAX GGACACGGACTCCCCCCGAG
BAK1 GCCCACAGCCTATTTAAGAG
BOK TCCCAGCGTATACCGGAACG
BID CCACAACATCCAGCCCACAC
BCL2L11 (BIM/BOD) AGGTAATCCCGACGGCGAAG
BAD TCGCCACAGTTCGTACCCAG
BMF GCCCTGGCATCACAACTCGG
PMAIP1 (NOXA) GAGACAAAGTGTATTGCACG
HRK (DP5) TGCCCGTGTCCCCGGCATCG
BBC3 (PUMA) TCGCGGGCTAGACCCTCTAC
BNIP1 GATTGTCAAATTCGACCTAG
BNIP3 TGAAAACGGACTTACTTGG
BIK TGCCTGGGATTGCTATACAC
DNM1L AATCGTGTTACAATACTCTG
FIS1 GGTTCGAAGCAAATACAATG
MFF GGATAAGCGACAAAATGCCA
MFN1 ACTTGATCGAATAGCATCCG
MFN2 CCGAGGCAGACGCATCCCAG
oPAL GCGCCTGCGAGAGCTCGACA
PLD6 TGCGACTACATGGCCCTCAA
MIEFL GGTAGCCACCTACAACACAT
Control 1 AAAAAGTCCGCGATTACGTC
Control 2 AAAACGGCTCGATCGGTGAT
Control 3 AAAACGTAATTATACCGAGC
Control 4 AAAATTGCACCTTCCCGGCC
Control 5 AAACCCCCGCGCGGAGCGTC
Control 6 AAACCTAGCGTAGATTCGGC
Control 7 AAACGAGGCTGTTCGTACAC
Control 8 AAACTCATACGTAGCGAATC
Control 9 AAACTCCCGTGTCAACCGAT
Control 10 AAAGACGTGCATTCAGCGAG
BCL-2 TGTCACAGAGGGGCTACGAG
BCL2L1 (BCL-X) CTGCTCAAAGCTCTGATACG
BCL2L2 (BCL-W) AGCCCAGCAACGCTTCACCC
BCL2A1 (ACC-1) GCTCATGCATATCCACTCCC
MmcCL1 CGGCCGACGCGGTGACGTCG
BCL2L13 (BCL-RAMBO) GGGTTAGCAGGGCTAAACAC
BCL2L10 (Boo/Diva/BCL-B) CACTGCATGAACGCACTAGA
BCL2L12 CTGACGGCCTTCCTTAAGCG
BCL2L14 (BCL-G) TTCCCGGTAGAGCGGCAGAG
BCL2L15 (Bfk) ATAGGTTCCGGTTAGCAGCG
BNIP2 AAAAAAGTTATTAGCCATGG
BAX GTTTCATCCAGGATCGAGCA
BAK1 GGAACTCTGTGTCGTAGCGC
BOK CTCTCTCTAGGTATCACATG
BID CATGAATGGCAGCCTGTCGG
BCL2L11 (BIM/BOD) GTTGACTTGTCACAACTCAT
BAD AGACGCTAGTGCTACAGATA
BMF CAATACCGCGCGGTGTGCCG
PMAIP1 (NOXA) ACGCGCCAGTGAACCCAACG
HRK (DP5) CGCGACGCCGCATGGCGCGT
BBC3 (PUMA) GGTCACCGCAGCCGGCCCAG
BNIP1 CCATCACAGAGAGTCTCATG
BNIP3 TGGCGAGAAAAACAGCACTC
BIK TACAGCCGGACAGGTGTCAG
DNM1L GCACAAATAAAGCAGGACGG
FIS1 AGGCTCTAAAGTATGTGCGA
MFF GCAAGTCCCAGAGAGGATCG
MFN1 GCTCAAGGTTGTAAGTCCGT
MFN2 GTGGTATGACCAATCCCAGA
OPAL AGGTTGTACTGTTAGCCCCG
PLD6 GGGTCTCGCGCTGGCCCTAG
MIEFL CTTCGGGACATGTACTTGAG
Control 1 AAAAAGTCCGCGATTACGTC
Control 2 AAAACGGCTCGATCGGTGAT
Control 3 AAAACGTAATTATACCGAGC
Control 4 AAAATTGCACCTTCCCGGCC
Control 5 AAACCCCCGCGCGGAGCGTC
Control 6 AAACCTAGCGTAGATTCGGC
Control 7 AAACGAGGCTGTTCGTACAC
Control 8 AAACTCATACGTAGCGAATC
Control 9 AAACTCCCGTGTCAACCGAT
Control 10 AAAGACGTGCATTCAGCGAG
BCL-2 ACCTGACGCCCTTCACCGCG
BCL2L1 (BCL-X) TGTCGAAGAGAATAGGACTG
BCL2L2 (BCL-W) TTCCAAGGGGGCCCTAACTG
BCL2A1 (ACC-1) AGCACTCTGCATGCTTGGCT
McLL CGTGCAGCGCAACCACGAGA
BCL2L13 (BCL-RAMBO) AGGTGTTGTAGCAAAACTAG
BCL2L10 (Boo/Diva/BCL-B)  ATTCATAAGCGTCCCCGCGA
BCL2L12 GGGGAGAGGAGCTCCCCCCA
BCL2L14 (BCL-G) TTGGAGAACACTCTTCAGGG
BCL2L15 (Bfk) TTCTGCCAATAATATCATTG
BNIP2 TCCAGCTTCATCCAAATCAT
BAX CCAGTTCATCTCCAATTCGC
BAK1 GGTAGACGTACAGGGCCAGA
BOK GCCGGGAGTACGTGCACGCG
BID GCCAGCCGCTCCTTCAACCA
BCL2L11 (BIM/BOD) CAACCACTATCTCAGTGCAA
BAD GCCACCAACAGTCATCATGG
BMF GAAGAGCTGGAGTCGACTGA
PMAIP1 (NOXA) TGCCCGGGAGAAAGGCGCGT
HRK (DPS5) GCGCCATGCGGCGTCGCGCG
BBC3 (PUMA) AGGCTGCAGGATACAGCGGA
BNIP1 AGGAGCTCGAACAGTCAGCA
BNIP3 GCTGAAGTGCAGTTCTACCC
BIK CAAGACTGTTCCACACGACC
DNMI1L GATGCCATGGATGTATTGAT
FIS1 GCACGCAATTTGAATATGCC

Forward Flank Aft Flank

GGAAAGGACGAAACACCG G 'AGAGCTAGAAATAGCAAGTTAAAATAAGGC

Complete sgRNA Sequence
GGAAAGGACGAAACACCGACATCTCTGCGAAGTCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTAAACTGGGGTCGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTTTGTAGGCTATAAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTTGTAAGCACATACATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCCTCCGGAGACACGATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGAGGAGGAGGAATACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGGCCGCCTCGACAGACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGGCTCGGAACCATAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCTTGTATTGCCAACAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATCACCCAGTATTCGAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAATCCTGAACATGCGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGACACGGACTCCCCCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCCACAGCCTATTTAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCCAGCGTATACCGGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCACAACATCCAGCCCACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGTAATCCCGACGGCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGCCACAGTTCGTACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCCTGGCATCACAACTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGACAAAGTGTATTGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCCCGTGTCCCCGGCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGCGGGCTAGACCCTCTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATTGTCAAATTCGACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGAAAACGGACTTACTTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCCTGGGATTGCTATACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATCGTGTTACAATACTCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTTCGAAGCAAATACAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGATAAGCGACAAAATGCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTTGATCGAATAGCATCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCGAGGCAGACGCATCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCGCCTGCGAGAGCTCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCGACTACATGGCCCTCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTAGCCACCTACAACACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTCACAGAGGGGCTACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGCTCAAAGCTCTGATACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCCCAGCAACGCTTCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTCATGCATATCCACTCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGGCCGACGCGGTGACGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGTTAGCAGGGCTAAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACTGCATGAACGCACTAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGACGGCCTTCCTTAAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCCCGGTAGAGCGGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATAGGTTCCGGTTAGCAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAAGTTATTAGCCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTTCATCCAGGATCGAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGAACTCTGTGTCGTAGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCTCTCTAGGTATCACATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATGAATGGCAGCCTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTGACTTGTCACAACTCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGACGCTAGTGCTACAGATAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAATACCGCGCGGTGTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACGCGCCAGTGAACCCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGCGACGCCGCATGGCGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTCACCGCAGCCGGCCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCATCACAGAGAGTCTCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGCGAGAAAAACAGCACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTACAGCCGGACAGGTGTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCACAAATAAAGCAGGACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGCTCTAAAGTATGTGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAAGTCCCAGAGAGGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTCAAGGTTGTAAGTCCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGGTATGACCAATCCCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGTTGTACTGTTAGCCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGTCTCGCGCTGGCCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTCGGGACATGTACTTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCTGACGCCCTTCACCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTCGAAGAGAATAGGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCCAAGGGGGCCCTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCACTCTGCATGCTTGGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGTGCAGCGCAACCACGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGTGTTGTAGCAAAACTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATTCATAAGCGTCCCCGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGACGAAACACC TCCCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGGAGAACACTCTTCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCTGCCAATAATATCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCAGCTTCATCCAAATCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAGTTCATCTCCAATTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTAGACGTACAGGGCCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCGGGAGTACGTGCACGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCAGCCGCTCCTTCAACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAACCACTATCTCAGTGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCACCAACAGTCATCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAAGAGCTGGAGTCGACTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
A CGAAACACCGTGCCCGGGAGAAAGGCGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCGCCATGCGGCGTCGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGCTGCAGGATACAGCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGAGCTCGAACAGTCAGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGAAGTGCAGTTCTACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGACTGTTCCACACGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATGCCATGGATGTATTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCACGCAATTTGAATATGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC




| Genes sgRNA Seqs
MFF AGGTATTAGTCAGCGAATGA
MFN1 CATACTGGACTCAGTAAACG
MFN2 ATAAACCTTGAGGACAACTG
oPAL AGAGCGTGTCATCATCTCGC
PLD6 AGGCTTTACTGCAGGCCCCA
MIEFL TTGCCACACTGGCAGTTAAG
Control 1 AAAAAGTCCGCGATTACGTC
Control 2 AAAACGGCTCGATCGGTGAT
Control 3 AAAACGTAATTATACCGAGC
Control 4 AAAATTGCACCTTCCCGGCC
Control 5 AAACCCCCGCGCGGAGCGTC
Control 6 AAACCTAGCGTAGATTCGGC
Control 7 AAACGAGGCTGTTCGTACAC
Control 8 AAACTCATACGTAGCGAATC
Control 9 AAACTCCCGTGTCAACCGAT
Control 10 AAAGACGTGCATTCAGCGAG
BCL-2 GTGGCAACGAGGGGCCTGAG
BCL2L1 (BCL-X) CAGGCGATGAGTTTGAACTG
BCL2L2 (BCL-W) TGGGGTCACGTGTAGCTGAG
BCL2A1 (ACC-1) ATGGAAAAAGAGTTTGAAGA
McCL1 AGATCATCTCGCGCTACTTG
BCL2L13 (BCL-RAMBO) GTCACTGTCGGGGATTCAGG
BCL2L10 (Boo/Diva/BCL-B) ACTACATATTCTTCTGCGCA
BCL2L12 CCCTAGGAGTCCTGCCCAAG
BCL2L14 (BCL-G) CCTTTATTCTTAGAGTCACA
BCL2L15 (Bfk) CAGCAGAACCTGGTGCACTC
BNIP2 ACTACTGAAGTCATTAGGAA
BAX CAACTTCAACTGGGGCCGCG
BAK1 GCAGGAGGCTCTTACCAGAA
BOK CCCTGTATTCCGTGGCCGCG
BID GCCTGTGCAAGCTTACTGGG
BCL2L11 (BIM/BOD) AAAAGAGAAATACCCACTGG
BAD GTTGCTCCCCAGGAGACCTG
BMF TCTAGCTCCTCCACACACTG
PMAIP1 (NOXA) GCAGCTCAACTCAGGAAGAT
HRK (DP5) CGCGGGCCCCCGGCCGTGTG
BBC3 (PUMA) GGGCGACTCTAAGTGCTGCT
BNIP1 GAGGAGACTCCTTACGGCAA
BNIP3 GTCACCATTATAAATAGAGA
BIK GACGGGGGCTCCGCAGACAC
DNM1L GTGACCACACCAGTTCCTCT
FIS1 CTTGAGCCGGTAGTTGCCCA
MFF TGTTCGCCAAAATGGACAGT
MFN1 TTTACCTGTCTACTAAAACC
MFN2 AGAACTGGACCCGGTTACCA
OPAL AAGTGACAAGCATTACAGGA
PLD6 AAGAAGAGCACCTCGCGCCT
MIEFL CTCTCCTCGCCTATTGAACA
Control 1 AAAAAGTCCGCGATTACGTC
Control 2 AAAACGGCTCGATCGGTGAT
Control 3 AAAACGTAATTATACCGAGC
Control 4 AAAATTGCACCTTCCCGGCC
Control 5 AAACCCCCGCGCGGAGCGTC
Control 6 AAACCTAGCGTAGATTCGGC
Control 7 AAACGAGGCTGTTCGTACAC
Control 8 AAACTCATACGTAGCGAATC
Control 9 AAACTCCCGTGTCAACCGAT
Control 10 AAAGACGTGCATTCAGCGAG

Forward Flank

Aft Flank

Complete sgRNA Sequence
GGAAAGGACGAAACACCGAGGTATTAGTCAGCGAATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATACTGGACTCAGTAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATAAACCTTGAGGACAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAGCGTGTCATCATCTCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGCTTTACTGCAGGCCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGCCACACTGGCAGTTAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGGCAACGAGGGGCCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGGCGATGAGTTTGAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGGGTCACGTGTAGCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATGGAAAAAGAGTTTGAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGATCATCTCGCGCTACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTCACTGTCGGGGATTCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTACATATTCTTCTGCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCCTAGGAGTCCTGCCCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTTTATTCTTAGAGTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGCAGAACCTGGTGCACTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTACTGAAGTCATTAGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAACTTCAACTGGGGCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAGGAGGCTCTTACCAGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCCTGTATTCCGTGGCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCTGTGCAAGCTTACTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GAAACACC TACCCACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTGCTCCCCAGGAGACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTAGCTCCTCCACACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAGCTCAACTCAGGAAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGCGGGCCCCCGGCCGTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGCGACTCTAAGTGCTGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGGAGACTCCTTACGGCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTCACCATTATAAATAGAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGACGGGGGCTCCGCAGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGACCACACCAGTTCCTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTGAGCCGGTAGTTGCCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTTCGCCAAAATGGACAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTTACCTGTCTACTAAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAACTGGACCCGGTTACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGTGACAAGCATTACAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAA ACGAAACACCGAAGA CACCTCGCGCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCTCCTCGCCTATTGAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCCCGTGTCAACCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGACGTGCATTCAGCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC




