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Supplementary table 1. List of primer sequences used in this paper

Category Primer name Sequence

gPCR mGAPDH_F ACTCCACTCACGGCAAATTC
gPCR mGAPDH_R TCTCCATGGTGGTGAAGACA
gPCR EGFP_F1 ACGTAAACGGCCACAAGTTC
gPCR EGFP_R1 AAGTCGTGCTGCTTCATGTG
gPCR GAPDH_F ACAGTTGCCATGTAGACC
gPCR GAPDH_R TTTTTGGTTGAGCACAGG
gPCR HPRT1_F ATAAGCCAGACTTTGTTGG
gPCR HPRT1 R ATAGGACTCCAGATGTTTCC
gPCR PRLPO_F GTTCTCCTATAAAAGGCACAC
gPCR PRLPO_R AAAGTTGGATGATCTTGAGG
Cloning pFB BamH1_M1E-1_F CATCGGGCGCGGATCCATGGGAAGCAAAGGTGTCTACCA

Cloning

pFB_Xho1 M1E-2172 R

TACCGCATGCCTCGAGGTCTGAGGCTTCTTCTCTCATTTG



Supplementary table 2. Accesion numbers for the sequences used for the Myo1e alignments

Categories Species Protein Sequence association number/ Note
Homo sapiens (Human) Myo1E Use Krendel lab sequence p.Lys763Arg as of sequences NP_004989.2
Homo sapiens (Human) Myo1F NP_036467.2
Caenorhabditis elegans (Roundworms) HUM-1 NP_492393.1
Dictyostelium discoideum (Slime mold)  myo1B XP_636382.1

Long-tailed class I myosins  Dictyostelium discoideum (Slime mold) myo1C XP_643060.1
Dictyostelium discoideum (Slime mold) myo1D XP_643446.1
Schizosaccharomyces pombe (Fission yea myo1 NP_595402.1
Saccharomyces cerevisiae (Budding yeas!i Myo3 NP_012793.2
Saccharomyces cerevisiae (Budding yeas! Myo5 NP_013827.1
Mus musculus (Mouse) Myo1le NP_851417.2

M . . Gallus gallus (Chicken) Myo1e XP_413782.4

yo1e from various species .

Xenopus laevis (Frog) myo1le XP_018108508.1
Danio rerio (Zebrafish) myo1eb NP_956930.1

Human non-muscle myosins Homo sapiens (Human) Myo2a (MYH9) NP_002464 .1

Short-tailed class | myosins
(for rotamer modeling)

Homo sapiens (Human)
Homo sapiens (Human)
Homo sapiens (Human)
Homo sapiens (Human)

Dictyostelium discoideum (Slime mold)

Myo2b (MYH10)
Myo2c (MYH14)
Myo5a

Myo6

myo1E

NP_001242941 1
NP_001070654.1
NP_000250.3
NP_004990.3

XP_636580.1



I y table 3. Summary of the recently identified MYO1E variants

Patient ID DNA sequence change Amino acid change N e in our studies Exon Type of Site of protein domain Biopsy Reference
¢.356C>T p.Thr119lle T1191 5 (hom) Missense Motor FSGS Al-Hamed etal., J Human Genetics 58:480-489, 2013
c.554A>G p.Asp185Gly D185G 7 (het) Missense Motor . )
2 . 2464T>A p.Leus22Met L822M 22 (het) Missense TH1 ND Sadowski etal., J Am Soc Nephrol 26:1279-1289, 2015
3 c.1162G>C p-Asp388His D388H 11 (hom) Missense Motor FSGS Sadowski etal., J Am Soc Nephrol 26:1279-1289, 2015
c.1567C>T p.Arg523Trp R523W 15 (het) Missense Motor . )
4 53094 3097delACAA  p.The1032Profs*73 A3094-7 27 (het)  Frameshift TH2-SH3 ND  Sadowski etal., J Am Soc Nephrol 26:1279-1289, 2015
5 ¢.1807_1808dupGT p.Lys604* L604X 18 (hom) Truncation Motor FSGS Sadowski etal., J Am Soc Nephrol 26:1279-1289, 2015
6 c.1978C>T p.GIn660* Q660X 19 (hom)  Truncation Motor MCNS Sadowski etal., J Am Soc Nephrol 26:1279-1289, 2015
7 c.275C>A p.Ala92Glu A92E 4 (het) Missense Motor Fsag Krendel etal, Pediatr Nephrol. 2022.
c.1684G>A p.Gly562Arg G526R 16 (het) Missense Motor https://doi.org/10.1007/s00467-022-05634-x
FSGS Krendel et al., Pediatr Nephrol. 2022.
8 ¢.1905_2049del145 p-Arg635Serfs*5 A1905-2049 9 (hom)  Frameshift Motor https://doi.org/10.1007/s00467-022-05634-x

This table was adapted from Sadowski et al., 2015



