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Sequencing results for HEK293T TTC30A/B single and double knockouts

A
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TTC30A TGGTTATGGCTGGTCTGAGCGGCEGCGCAGATCCCCGACGEGGAGT TTACCGCGCTAGTGTACCGGCTCATCCGCGATGCCCGCTACGCCGAGGCGGTGCAGCTGCTGGECCGAGARCTGCAGCGGAGCCC
Cas9enpty TGGTTATGGCTGGTCTGAGCGGCGCGCAGATCCCCGACGEGGAGTTTACCGCGCTAGTGTACCGGCTCATCCGCGATGCCCGCTACGCCGAGGCEGTECAGCTGCTGGECCGAGARCTGCAGCGGAGCCE
sgRNA_A1L2 ACGEGGAGT TTACCGCGCTAGTGTAC
C tggttatggetggtot ACGGGGAGT TTACCGCGCTAGTGTACcggctcat tgct
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TTC30B CTGAGCGGCGCGCAGATCCCCGACGGGEAGTTCACCGCGRTCRTGTACCGCCTCATCCGCARTGCACGC TRCGCCGAGGCGETGCAGCTGC TGGGCGGAGAACTGCAGCGGAGCCCTAGGAGCCGCGLLG
Cas9_enpty CTGAGCGGCGCGCAGATCCCCGACGGEEAGTTCACCGCGGTCGTGTACCECCTCATCCGCARTGCACGCTACGCCGAGGCGETGCAGCTGCTGGGCGGAGAACTGCAGCGEAGCCCTAGGAGCCGCGLCG
sgRNA_B12 GAGCGGCGCGCAGATCCCCGACGGGGAGTTCACCGCGGTCGTGTACCGCCTCATCCGCARTGCACGCTACG
Consensus ctGAGCGGCGCGCAGATCCCCGACGGEGAGT TCACCGCGGTCGTGTACCGCCTCATCCGCARTGCACGCTACG gcagetget
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iCCGAGGCGGTGCAGCTGCTGGGCGGAGAACTGCAGCGGAGCCCTAGGAGCCGCGCCGGCCTGTCGCTGCTAGGC TACTGCTAA
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ALGISELStopKSSStopNStopE TDESGPFLFLTDFLRQGNRQSSASGCSVAIVTAPITAVY : K v Stop
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TIC30R  TGGTTATGGCTGGTCTGAGCOGCGCGCAGATCCCCGACGGOGAGTTTACCECGETAGTGTACCGECTCATCCGCGATGCCCGETACGLCGAGGCOGTGCAGCTGCTGEGCCGAGAACTGCAGCEGAGLEE

A12_SCS#4  TEGTTATGGCTGETCTGAGCGECGCGCAGATCCCCGACGAR------ACTTCTC-AGCGTAC-~—=-=-----—-ATGCTCGCTTTACCGAGCCGGTECACCTGTTGGGGECGATATGTGCGGCGEAGCAC
sgRNA_A12 ACGGGGAGTTTACCGCGCTAGTGTAC
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TIC30B CTGAGCGGCGCGCAGATCCCCGACGGGGAGT TCACCGLGGTCGTGTACCGCCTCATCCGCARTGCACGC TACGCCGAGGCGGTGCAGCTGCTGEGCGEAGARCTGCAGCGEAGCCCTAGGAGCCGCGLCG
A12_%4 CTGAGCGGCGCGCAGATCCCCGACGGGGAGTTCACCGCGGTCGTGTACCGCCTCATCCGCARTGCACGCTACGCCGAGGCGGTGCAGCTGCTGEGCGGAGARCTGCAGCGGAGCCCTAGGAGCCGLGLCG

sgRNA_B12 GAGCGGCGCGCAGATCCCCGACGGGGAGTTCACCGCGGTCGTGTACCGCCTCATCCGCARTGCACGCTACG

Consensus ctGAGCGGCGCGCAGATCCCCGACGGGEAGTTCACCGCGETCGTGTACCGCCTCATCCGCARTGCACGLTACGecgaggeggtgcagetgctgggeggagaact agg.
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TIC30B  CTGAGCGGCGCGCAGATCCCCGACGOGEAGTTCACCGCGGTCGTGTACCGCCTCATCCGCARTGCACEE TACGLCEAGGLEGTGCAGETGETGGEGCGEAGARE TGCAGCGEAGCCCTAGEAGCCECOLCE
B12_5CS5#2 CTGAGC: -CGCARTGCACGCTACGCCGAGGCGGTGCAGCTGCTGEGCGEAGARCTGCAGCGGAGCCCTAGGAGCCGCGLLG
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TTC30R  TGGTTATGGCTEGTCTGAGCEGCGCECAGATCCCCBACGRGGAGTTTACCECGETAGTGTACCAGCTCATCCRCGATRCCCGCTACGECEAGGCRGTGCAGCTRCTAGECCGAGARCTGCAGCGEAGCLT
B12_$2 TGGTTATGGCTGETCTGAGCGGCGCGCAGATCCCCGACGEGGAGTTTACCGLGCTAGTGTACCGGCTCATCCGLGATECCCECTACGCCEAGGLGGTECAGCTGCTGGECCGAGARCTGCAGCGGAGCLT
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TTIC30A TGGTTATGGCTGGTCTGAGCGGCGCGCAGATCCCCGACGGGEAGTTTACCGCGCTAGTGTACCGGCTCATCCGCGATGCCCGCTACGCCGAGGCGGTECAGE TECTGEGCCGAGARCTGCAGCGGAGCCE
AB12_SCS84  TGGTTATGGCTGGTCTGAGCGGCGCGCAGATCCCCGACG: CCGCAATGCACGCTACGCCGAGGCGGTGCAGCTGCTGGGCGGAGARCTGCAGCGGAGCCT
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AB12_SCS#4 CTGAGC: CGCARTGCACGCTACGCCGAGGCGGETGCAGCTGC TGEGCGGAGARC TGCAGCGGAGCCCTAGGAGCCGCGCLG
sgRNA_B12
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The figure depicts the results of (1) Cas9 empty treated HEK293T cells as well as (2) TTC30A knockout, (3) TTC30B
knockout and (4) TTC30A/B double knockout cells sequenced for TTC30A (A) and TTC30B (B). Results include the
alignment of TTC30 wildtype, TTC30 control or knockout sequences and used sgRNAs (top). Furthermore, the
electropherogram (middle) of the respective knockout region and amino acid translation (bottom) depicting
premature stop codons.



