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rbp5™**¥* (AB) (CZRC catalog ID: CZ 276)

Nature of the mutation
Between 269 bp to 273 bp of the wild-type rbpla coding sequence, GACGG, is
deleted.

Sense Strand Sequence

AATCTCTCTTTGTCTCCTCTTTAGATGTTAATTATGCACTGAGGAAGGTAGTCTGTATT
CTGAAACCCAGCAAACACATTGAACACGATGTGAACACTGGCAGGATGAAGATAAA
GACCGTCACCACTTTTAAGAACTTCGACATGGACTTCACTTTAGGACAGGAGTTCACT
GAGGACCTGGGGCCAGTCGATGGGCGAAAGTGCCAAGTGTGTTGGGCTCTTTTTTTTA
TACACTATATCTATTTTGTATTGTAATGTATTGGTGAGCAACCTAGGCCCCTTTAAAA
AGTAACAAAAGAAGGCAAAGAAAAGCTCTGTGGGAAAGTGTGGTATGTGTGGTGCTA
ATGGATAATGATCTCCATATGTTTCAGACTACGGTGGACTGGGACGGTGATAAATTGA
TCTGCGTGCAGCGAGGAGAGAAAGAGGGCAGAGGCTGGACACACTGGTTAGAAGGA
AACATCCTCCATTTGGTAAGCAGAGTTCAGGAAAACTGCTTTTACACAGTATGTTTCT
GGAGA

atcg : Forward/Reverse primer
atcg : cas9 target site

Genotyping assay

Primers:

njus3_forward: 5> AATCTCTCTTTGTCTCCTCT 3’
nju53_reverse: 5> TCTCCAGAAACATACTGTGT 3’

PCR program:
95°C 5min
95°C 30 sec
55°C 30 sec } 30 Cycles
72°C 30 sec
72°C 8min
4°C hold
Product size: 523 bp
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The sequencing results of the CZ276(+/-):

20 330 340 350 360 370 380
ATCTCCATATGTITTICAGACTACGOGTGGACTGGOGTGATAAATTIGATCTGCTCGCCGCGAGGAGAY

WT AATCTCTCTTTGTCTCCTCT TTAGATGT TAAT TAT GEACT GAGGAAGET AGTCTGTATTC
CIZTR A TCTCTCTTTGTCTCCTCTTTAGAT GT TAAT TAT GEACT GAGGAAGET AGTCTGT ATTC
kA A A ok

WT TanACCCAGTARACACAT TEAAC ACGATGT GARACACTGGC AGGAT GAAGAT AMMGACC
CIZTR T ACCT AT ARACACAT T AR ACGATGT GAACACT GGC AGGATGAAGAT AAMGACC
kA A A ok

WT TCACCACTTTTANGAACTTCGAC AT GEACTTCACT T T AGGAC AGGAGT TCACT GAGGACT
CIZTR TCACCACTTTTARGARCTTCGAC AT GEACT TCACT T T AGGAC AGGAGT TCACT GAGGACT
kA A A ok

WT TRHHGCC AT CEAT G GAAAGT GO ARGT GTGT TGGC TCTTTTTTTTATACACT AT A
CIZTR THHGCCAGT CEAT GGt G AAGT GO ARGT GTGT TGGC TCTTTTTTTTATACACT AT A
kA A A ok

WT TCTATTTTGTATTGT AATGT ATTGGTGAGC AACCT AGGCCCCTTTAAAAAGT AAC AAA AT
CIZTR TCTATTTTGTATTGT AT GT ATTGGTGAGC AACCT AGGCCCCTTT ARA A AGT AAC AR N
kA A A ok

WT ARG AMMTAMARGCTCTGT GEGAMMGT GTRGT AT GTGT TG T AATGEAT AATGATCT
CIETR ARG ARAGAR R RGCTCTGT GEGAMMGT GTET AT GTGTGETGCT AT GEAT AATGATCT
B R R R Sl Sl sl R R e

T CCATATGTTTCAGACT ACGET AL T GrGAC GG T GAT Ad A TTEATCTGCGT GEAGTGAGS
CIZTR CCATATGTTTCAGRCT ACGFT AT T ————— TG T AR A TTEATCTGCOGT GEAGTGAGS

EES SRS E SRS SRR 2 R R LRSS L2 EES SRS SR SRS S SR R AR SRS S E L2
T AR A AGGEEAEAGECT GrAC ACAC T GET TAGA MGEA A ACATCCTCCATTTGGT ARG
CIZTR AR AR MR GECT A C ACAC T GGT TAGR MG A ATCCTCCATTTGGT ARG

EES SRR S R A AR SRS RS R AR LA RS R R AR SRS SRR RS SR RS R SRR

WT CAGAGTTC A AAAC TGO TTTTACACAGT AT GTTTCTGEAGA
CIETR CAGANGTTC ARG AR ACTECTTTTACACAGT ATGTTTCTGAGA
B R R R

Reference:
None



