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Figure S1. Schematic diagram of paxIb and zebrafish pax9 translation blockers. The

three-dimensional cubes represent two independent MOs and are not to scale.
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Figure S2. pax1b and zebrafish pax9 morpholino efficiency. (A) Western blot and RT-PCR

analysis demonstrated that pax/bh morpholino disrupted the production of PAX1 and its target
nkx3.2 ¢cDNA, respectively. (B) zebrafish pax9 morpholino reduced the production of its target
nkx3.2 cDNA assessed by RT-PCR. The triangles indicate the negative control, using TE buffer

without template.



Identities

D. rerio Pax1b

_I—D. rerio Pax1a 74%

X. tropicalis Pax1 65%

EX. laevis Pax1 65%

M. musculus Pax1 65%
—EH. sapiens PAX1 65%
D. rerio Pax9 56%

Branchiostoma Pax1/9 65%

Figure S3. Phylogenetic analysis of Paxla, Paxlb and Pax9 proteins from following species:
Danio rerio, Xenopus tropicalis, Xenopus laevis, Mus musculus, Homo sapiens, Branchiostoma

belcheri.
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Danio Pax1a

Danio Pax1b

Danio Pax9
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Danio Pax1a 83 -KQAP YNHIY
Danio Pax1b 80 -KTISP YNEVY
Danio Pax9 78 KQRSH IPYNH
Branchiostoma Pax1/9 81 HEVKE YNEIY
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Danio Pax1a 164 A ASREGYA
Danio Pax1b 158 AGSESY!
Danio Pax9 160 ¥ LDNESFE
Branchiostoma Pax1/9 163 i QIGEV!
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| | | | |
Danio Paxla 241 K55- DL LGGYVSPGHEWQAQETS —G
Danio Pax1b 232 KPE-LES HGNYG----HWQSQSAG -—-N
Danio Pax9 241 JHPH-LEF SGIIS——— AYVIGETH --5G
Branchiostoma Pax1/9 238 ¥ QMOGQTE! YHQSPT———-- TVGETTGH FP-5.
330 340 380
B T P R
Danio Pax1a 31 BSD--———THS 555
Danio Pax1b 297 MEQSEN--- SA
Danio Pax9 313 SCD----iS5 VH
Branchiostoma Pax1/9 312 TSEGGISHFA

Figure S4. Amino acid sequence alignment done with DNAssist software. Black boxes

represent identical amino acid residues, and gray boxes represent conserved amino acid residues.

Supplemental Table 1. Primer sequences used in RT-PCR.



Primer Name Primer Sequences Fragment Length

nkx3.2 forward atggctgtgegcagtaactc 738

nkx3.2 reverse tcactggtttccagagcaggc

aggrecan forward  gggggtccagaggagcaage 519
aggrecan reverse ttagagttgtttctccaatge

col2ala forward ccattaggaccaccgggtgc 156
col2ala reverse aaatcctgacctggtgttgg

actin forward atggatgatgaaattgccgeac 475

actin reverse

accatcaccagagtccatcacc




