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insm1a™*** (AB) (CZRC catalog ID: CZ 277)

Nature of the mutation
Between 162 bp to 171 bp of the wild-type insmla coding sequence, CCGGGCTATG,
is deleted.

Sense Strand Sequence

CTCTGATTTCAACCCGACTGAAGTGCCTTTCAGCTGGCGAAGATGCCCAGAGGATTTT
TAGTCAAGCGAAATAAGAAAGCGACACCTGTTTCGTACCGGGTCCGCTCGGAGGAGG
ACGAGCAGGGCGCGTTTGTCGCGCAGGATGTTCCGTGCGCGCGCCGCCCGGTGTCAC
CCGTGCAGTTCGGGAACCCCGAGACAGICTACCGGGCTATGTACAGCCCGACGCGTC
CCGTCAGCAGAGAGCACGAGAGGGCGTGTTTGGAGCGGCGCTTTAATCTCGGCTCGC
CCATCTCAGCGGAGTCTTTCCCGGCGGCGCCAAACTGCTCCGACCAAGCGCCGGTGG
ATCTTAAAATCGGCACCAGCAACAGCAACCGAACCGGCACCACAGTAACCACCAAAA
GACCCGCGTCCGACACAGAGCGCAAAGGCAAACCGGCATCCAAGAAAGCCAAAGCC
ATGCGGAAGCTGCAGTTCGAGGATGAGATGACCACCTCTCCAGTGCT

atcg : Forward/Reverse primer

atcg i cas9 target site

Genotyping assay

Primers:

nju54_forward: 5> CTCTGATTTCAACCCGACTG 3’
nju54_reverse: 5> AGCACTGGAGAGGTGGTCAT 3’

PCR program:
95°C 5min
95°C 30sec
56°C 30 sec } 30 Cycles
72°C 30 sec
72°C 8min
4°C hold
Product size: 503 bp

The sequencing results of the CZ277(+/-):

Target sites

150 tor T 180 190
CGTGCAGTTCGGGAACCCCGAGACAGTCTACGGGIGCTATGGACAGGTCGCG
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CHINA ZEBRAFISH RESOURCE CENTER

CLUSTAL format aligrment by MAFFT FFT-N3-1 (w7.215)

WT CTCTGATTT AN OoGAT TG ARG TEOC TT TCAGE TGO GAAGA TR T AG A GAT TTTTA
CIZTT CTCT AT TT A OT AT TG A G TR TT TCAGT TG AL TR T A A GAT TTTTA
e T T R S P TR T TR T R e e
WT GTCANG O AL TA N AANGCCACATCTET TTCGT AN O GE TOCGE TORGAGE ARG ATGAG
CIZTT GTCALG L AATA N AAAGCCACATCTET TTOGT A O GE TOCGE TORGAGE ARG ATRAG
S oo oo ok ok o ook A o b ok s o ok o b o ok bk Ak A ok
WT CAGGGRCGIG TT TG TOGORCAGE ATG TTOCG Te e Cn Or Q0G0 0 G T TCAZC0G TRCTAG
CIZTT CAGGRCGG TT TG TOGORCAGE ATG TTOCG TeCe CG Ce OG0 O G TG TCATCIG TRCAG
SR R K R R AR R K K K K
WT TTCEGGHHECECEHEEEAGTCTJEEGGGCTATGFHEHGCEEGHEECETCECETEAGCHGA
CIZTT TTCGGG AN CTOG A ATAGTCT B AT GAT RO TOCCG TCAGT A A
s ok o o ok ok ok Aok o ok o sk ok ok b o ok bl sk ok o
WT GAGT MG ARG 0 TR T TG AR GGG CTT TAATCTORGCT R OO ATCTCARCRZAG
CIZTT RGN G ARG O TR T TG AGCGG O CTT TALTCTORGC TR OO ATCTCARCRRAG
SRR R R R R R R R R
WT T T T T G GGG O A A AT T G T O A A G oG TGG ATCTT AL L0 TORGC AT C
CIZTT T T T T G GGG O A AT T G T A A G G oG TG ATCTT AL A0 TORGC AT C
S ok ko ok ok o bk Ak o o ok s b ok b b ok ok bk ok o ko
WT A CANT AT ARG AT GG C AT ACAG T ANTCACT AN AR A OGO TOOZ ATACAGAG
CIZTT A AN AT AR G GG C AT A AG T AT CACT A0 AN 0 OGO TOOZ ATACAGAG
SRR R R R R R R R R
WT A A GG A O G O A0 BT AL B O AT GG GALFCTRCAGT TR AGGAT
CIZTT ARG A O G TOC A A0 ARG TS G O AT GGG M CTRCAGT TR AFGAT
e T T R S P TR T TR T R e e
WT GAGATG AT ATCTCTOCAGTGET
CIZTT GAGATG AT ATCTCTOCAGTGET

e ok b oo ok ok ok odoR ok ok ok

Reference:
None



