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trim47"""%* (CZRC catalog 1D: CZ189)

Nature of the mutation

Between 215 bp to 221 bp of the wild-type trim47 coding sequence, TGATG, is
deleted. The mutated trim47 codes for a truncated protein containing 78 aa, of which
479 aa are identical to wildtype trim47.

Sense Strand Sequence

tgtctceccacgtgactgaacctggaagtgagtccagaatgggcetctgtct CTCTCTCTCCTCCGTCTAGAGTCGCTTG
TGGCGCTGTAAAGCAGTAACACGGTTTAGGGAAACATGGCCACCGCCGGAGATTCGCG
AGGAGAGCTTCAGAAGGAACTGGTTTGCTCCATTTGCCTCGATTACTTCGACGACCCT
GTCATTTTAAAATGCGGCCACAATTTCTGCCGCATGTGCATTTTGATGCACTGGGAGGA
AAATGCAGGCGATGATGTGGGTTACCAGTGTCCGGAGTGCAGGATGgtgcgtggtttgttttgataa
acgctgctcgattccgggetgettggttacagttttatttaacgctagacacattctcgtttaattcctgcagaatgaccaaaaccgactaactgtta
ctgtaaatgtttatgttgtaagtggtttgtgcggcegtttatccgtgagatacaaatctecgtgcttgecgtttgtcagcacageaccageagcettcte
gctgtegtttaagcatgtttgtactctttgcag

Uppercase: Exon/coding sequence
Lowercase: intron/noncoding sequence
atcg : Forward/Reverse primer

atcg i cas9 target site

Genotyping assay

Primers:
trim47_forward: 5 AGTAACACGGTTTAGGGAA 3’
trim47_reverse: 5> GCTGCTGGTGCTGTGCTGAC 3’

PCR program:
95°C 5min
95°C 30sec
53°C 30 sec } 30 Cycles
72°C 30 sec
72°C 8min
4°C hold
Product size: 419 bp
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The sequencing results of the CZ189 (+/-):

JCTGGGA

G GAAAATGGAGGCGATGATT

130 140 150

CLUSTAL format alignment by MAFFT FFT-N5-i1 (»7.Z215)
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Reference:
None

tgteotoecacgtgactzaacetgzaagt gagtccagaat gzt et gt e tCTCTCTCTCC
tgtotoeocacgtzactgzaacctzzaagtsagtecagaatgzzetet gt e tCTCTCTCTCC
4 B o B o o o

TCCGTCTAFAGTCGCT T G TG GO T GT ARMGT AT AACACGHTTT AGGEARAC ATGGCC A
TCCGTCTAFAGTCGCT T GT G GET GT ARMGT AGT AACACGHTTT AGGEARAC ATGGCC A
AN AR AR A A A AR A A Ao

CCGCCGEMFAT TGO EAGEATAGT T TCAGAAGEAAC T GET TTGCTCCAT TTGCCTCGATT
COGCCGGAAT T GoEAGGEATAGT T TCAGAAGEAACT GET TTGCTCCAT TTGCCTCGATT
AN AR AR A A A AR A A Ao

ACTTCGACGACCCTGTCATTT TAMMATGOGGCC ACART TTCTGCCGCATGTGOATTT Tirh
ACTTCGACGACCCTGTCATTT TAMMAT GLGGCC AC AT TTCTGCCGCATGT GO ATTT Tirn
AN AR AR A A A AR A A Ao

TECACTGHGAGTA AR AT GaEAFGCGATGAT GT GHET TACCAGT G TCOGGAGT GE AGGAT g
TGO ACTGHAGTA AR AT GaA GO ————— TGHETTACCAGTGTCOGGAGT GO AGGAT g
st ok A A A A A

tgegtggtttgtttizataaacgetgetogattoogzgetgottggtitacagt titatit
tgegtggtttgtttizatasacgotgetogattoegzzgetgettzgtitacagt titatit
4 B o B o o o

aacgotagacacattotogtitaattoctgragaat gaccassaccgactaactgttact
aacgcotagacacattctegtttaattectzoagaatzaccasaacegactaactgttact
o o o o o o o o o o R o R R o ok

gtaaatgtttatgttgtaagtggtttgtgoggegtttatoogtgagatacaaatetoogt
gtasatgtttatztiztaagtggtttgtzogzogtittatocgtzagatacasaatetoegt
o o o o o o o o o o R o R R o ok

gottgoegtttgtocagracagraccagragettotogotgtogtttaagoat gttt gtac
gottgoegttigtocagracagraccagoagettotogetgtogtttaagratztitztac
o o o o o o o o o o R o R R o ok

totttgoag
tetttzoag
Fofop ok
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TACCTTAGCCCTGACCGGAY




