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trim47"""#* (CZRC catalog 1D: CZ187)

Nature of the mutation

Between 216 bp to 224 bp of the wild-type trim47 coding sequence, GATGTGG, is
deleted. The mutated trim47 codes for a truncated protein containing 195 aa, of which
479 aa are identical to wildtype trim47.

Sense Strand Sequence

tgtctceccacgtgactgaacctggaagtgagtccagaatgggcetctgtct CTCTCTCTCCTCCGTCTAGAGTCGCTTG
TGGCGCTGTAAAGCAGTAACACGGTTTAGGGAAACATGGCCACCGCCGGAGATTCGCG
AGGAGAGCTTCAGAAGGAACTGGTTTGCTCCATTTGCCTCGATTACTTCGACGACCCT
GTCATTTTAAAATGCGGCCACAATTTCTGCCGCATGTGCATTTTGATGCACTGGGAGGA
AAATGCAGGCGATGATGTGGGTTACCAGTGTCCGGAGTGCAGGATGgtgcgtggtttgttttgataa
acgctgctcgattccgggetgettggttacagttttatttaacgctagacacattctcgtttaattcctgcagaatgaccaaaaccgactaactgtta
ctgtaaatgtttatgttgtaagtggtttgtgcggcegtttatccgtgagatacaaatcteecgtgettgeegtttgtcagcacageaccageagcettcte
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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CHINA ZEBRAFISH RESOURCE CENTER

The sequencing results of the CZ187: (Original TA Cloning )

30 140 150 160 170
CACT GG O AG G AAAAT G GAGOGC GATGATGLE GGGTTACCAGTGTGCOGGGATGG

CLUSTAL format alizoment by MAFFT FFT-HS-i (»7.215)

T tgtoteoecacgtzactzaacctggaagtgagtecagaat gggotet gt o tCTCTCTCTCC
CI18T (+/-] tgtotoocacgtzactzaacctgzaagtgagtocagaatgzzetet gh o tCTCTCTCTCC
B B B o o o

WT TCOGTCTAGAGTCG. TTET G0 GCTET ARG AGT ARC ACGETTT MF-GARMAC ATGGIC A
CZ1ET (+/-) TeCGTCT AR GT G T TG T Gl GC TG T AR AGC AGT ARCACGETTT AGGrA AT ATGGCIC A

B B B o o o
WT CCGCCHAGAT TOG GARAGAGC T T AGAAGEAMCT GETTTGCTCCAT TTGCCTCGATT
CZ1ET (+/-) COGOCG A T TG A AT T T A ARG AN CT GT T TGCTCCAT TTGCCTCGATT

B B B o o o
WT ACTTCGACGACCCTGTCATTTT ARAAT GG CACARTTTCTGCCGCAT GTGOATTTTA
CIZ1ET (+5-) ACTTCGACGACCCTGTCATTT T AAMA T GLGECCAC AR TTTCTGCCGEAT GTGEATTTT A

e o b oo o o o o o o o o o o o R b R R R o ok
WT T AC TR EAG AR A A T HEAGFHGAT GAT GT T T ACCAGT GTCCHAGT G MFAT g
CIZ1ET (+5-) TG ACT GGG A AT A AT ——————— GTTACCAGTGTCCHAAGT GLAGAT G

Aofepob b R R R R ok oo R o R R R R R R R
WT tgogtggtttgttttzataaacgotgotogaticogggotgottggttacagttitattt
CI1ET (+/-] tgogtgztttgttttzatasacgotzotogattorggzotzottgzttacagt tttattt

ERERESES ERER SRS EE AR SRR PRSP AR RS R R L PR RN

WT aacgetagacacattotoghitaattoctgragaat gaccassaccgactaactgttact
CI1ET (+/-] ascgotagacacatteotogtttaattootzoagaat paccasaacogactaactsttact
e o b oo o oo b o oo o o o o R o R o b

T gtasatgtttatztigtaagtgzgtttgtzeggogtittatocgtzagatacaaatetoegt
CI1ET (+/-] gtaaatgtttatgtigtaagtzgttigtooggogtttatoogtzagatacanatetoogt
e o b oo o oo b o oo o o o o R o R o b

T gottgoegttigtcagracagraccagoagettotogetgtogtttaagratztitztac
CI1ET (+/-] gottgoegtitztoagoacagraccagoagottotogetgtogtttaageat sttt ztac
e o b oo o oo b o oo o o o o R o R o b

T totttzeoagz
CT1ET (+/-) tetttzeag
Fokoook ook

Reference:

None



