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Supplementary figure legends 

Figure S1. Spindlin1 does not localize to the spindle or centromere in mitotic mouse fibroblast 

cells. (A) Co-staining for Spindlin1 and Tubulin in prometaphase cells; (B) co-staining for 

Spindlin1 and Tubulin in anaphase cells; (C) co-staining for Spindlin1 and Tubulin in telophase 

cells; (D) co-staining for Spindlin1 and Tubulin in interphase cells. 

Figure S2. Quality control of the mono-nucleosomes. (A) Mono-nucleosomes on a 1.5% 

agarose gel; (B) Verification of the MLA reaction products with antibodies specific to 

H3K4me2 and H3K4me3. 

Figure S3. Spindlin1 does not bind to H3K9me3, H3K27me3 and H3K4me0. (A) Pull-down 

experiments showed no specific interaction between Spindlin1 and mono-nucleosomes 

containing H3Kc9me3 and H3Kc27me3; (B) ITC experiments showed no interaction between 

Spindlin1 and H3K4me0 peptide; (C) ITC experiments showed no interaction between 

Spindlin1 and H3K9me3 or H3K27me3 peptides. 

Figure S4. (A) Flag-Spindlin1 Y170A and F141A mutants displayed slightly reduced rDNA 

occupancy in ChIP experiments; (B) siRNA 3 for Spindlin1 specifically targets Spindlin1, but 

not Spindlin2A/2B (2A and 2B differ for only two bases in the coding region, which can be 

amplified using the same primer pair). 

Figure S5. Nucleotide sequence alignment for Spindlin family proteins. 

Figure S6. Spindlin1 does not appear to form a stable complex with other proteins in HeLa cells. 

Silver-stained SDS/PAGE gel of anti-Flag affinity-purified samples from HeLa cells expressing 

Flag-Spindlin1 and mock HeLa cells. * Co-purified common contaminants were verified using 

mass spectrometry analysis. 
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1.5% agarose gel
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Figure S5

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 20 * 40 * 60 * 80 * 100 * 120
ATGAAGACCCCATTCGGAAAGACACCT---GGCCAGCGGTCCAGAGCTGATGCAGGCCATGCTGGAGTATCTGCCAACATGATGAAGAAGAGGACATCCCACAAAAAACATCGGAGCAGT
ATGAAGACCCCGTTTGGAAAGGCAGCTGCAGGGCAGCGGTCCAGGACGGGCGCTGGCCACGGCAGTGTGTCTGTTACCATGATAAAGAGGAAGGCTGCACACAAGAAGCATAGGAGCCG-
ATGAAGACCCCCAACGCACAGGAAGCCGAAGGGCAACAAACCAGGGCAGCTGCAGGACGGGCCACTGGGTCTGCAAACATGACAAAGAAAAAAGTCTCCCAAAAGAAGCAGAGAGGCCG-
ATGAAGACCCCCAACGCACAGGAAGCCGAAGGGCAACAAACCAGGGCAGCTGCAGGACGGGCCACTGGGTCTGCAAACATGACAAAGAAAAAAGTCTCCCAAAAGAAGCAGAGAGGCCG-
ATGAAGACCCC cG A AGg AgC g aGGgCA C CCAGggC G tGCaGG C Gcca tG gTCTGc AaCATGA aAAGAa Aa g tCcCA AAgAAgCA aG GCcG

: 117
: 119
: 119
: 119

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 140 * 160 * 180 * 200 * 220 * 240
GTGGGTCCGAGCAAACCTGTTTCCCAGCCCCGGCGGAACATCGTAGGCTGCAGGATTCAGCATGGGTGGAAAGAGGGGAATGGCCCTGTTACCCAGTGGAAAGGAACCGTTCTGGACCAG
----------ACCCACCT----CCCAGCCTCGGGGGAACATCGTGGGCTGCAGAATTCAGCACGGATGGAAAGATGGAGATGAACCTCTAACACAGTGGAAAGGAACCGTTCTGGATCAG
----------ACCTTCAT----CCCAGCCCCGCAGGAACATCGTGGGCTGCAGAATTTCTCATGGATGGAAGGAAGGAGATGAGCCCATCACGCAGTGGAAAGGAACCGTTCTGGATCAG
----------ACCTTCAT----CCCAGCCCCGCAGGAACATCGTGGGCTGCAGAATTTCTCATGGATGGAAGGAAGGAGATGAGCCCATCACGCAGTGGAAAGGAACCGTTCTGGATCAG

aCc C T CCCAGCCcCG GGAACATCGTgGGCTGCAGaATT CAtGGaTGGAA GA GGagATGa CC T AC CAGTGGAAAGGAACCGTTCTGGAtCAG

: 237
: 225
: 225
: 225

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 260 * 280 * 300 * 320 * 340 * 360
GTGCCTGTAAATCCTTCTTTGTATCTTATAAAATACGATGGATTTGACTGTGTTTATGGACTAGAACTTAATAAAGATGAAAGAGTTTCTGCGCTTGAAGTCCTCCCTGATAGAGTTGCG
GTACCTGTAAATCCCTCTCTGTATCTTATCAAATATGATGGATTTGACTGTGTTTATGGATTGGAACTTCACAGAGATGAAAGAGTGTCATCACTTGAAGTCCTTCCTAATAGAGTTGCA
GTGCCTATAAATCCCTCTCTTTATCTGGTGAAATATGATGGAATTGACTGTGTCTATGGACTGGAACTTCACAGAGATGAAAGGGTTTTGTCTCTTAAAATTCTTTCTGACAGGGTGGCA
GTGCCTATAAATCCCTCTCTTTATCTGGTGAAATATGATGGAATTGACTGTGTCTATGGACTGGAACTTCACAGAGATGAAAGGGTTTTGTCTCTTAAAATTCTTTCTGACAGGGTGGCA
GTgCCT TAAATCCcTCTcT TATCT T AAATAtGATGGA TTGACTGTGT TATGGAcTgGAACTTcAcAgAGATGAAAG GTtT tC CTT AA T CTt CTgA AG GT GCa

: 357
: 345
: 345
: 345

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 380 * 400 * 420 * 440 * 460 * 480
ACATCTCGAATCAGCGATGCACACTTGGCAGACACAATGATTGGCAAAGCAGTGGAACATATGTTTGAGACAGAGGATGGTTCTAAAGATGAGTGGAGGGGAATGGTCTTAGCACGTGCA
TCATCTAGAATCAGTGATACACACTTGGCAGAAATAATGGTTGGCAAAGCAGTGGAACATATTTTTGAGACAGAGGAAGGTTCCAAAAATGAATGGAGGGGGATGGTCTTAGCTCAGGCA
TCATCTCACATTAGTGATGCCAACCTTGCAAATACCATAATTGGCAAAGCAGTGGAACACATGTTTGAGGGAGAGCATGGTTCTAAGGATGAATGGAGGGGGATGGTCTTAGCTCAAGCA
TCATCTCACATTAGTGATGCCAACCTTGCAAATACCATAATTGGCAAAGCAGTGGAACATATGTTTGAGGGAGAGCATGGTTCTAAGGATGAATGGAGGGGGATGGTCTTAGCTCAAGCA
tCATCTc AT AGtGATgC AC T GCA A Ac AT aTTGGCAAAGCAGTGGAACAtATgTTTGAG AGAG AtGGTTCtAA gATGAaTGGAGGGGgATGGTCTTAGCtCa GCA

: 477
: 465
: 465
: 465

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 500 * 520 * 540 * 560 * 580 * 600
CCTGTCATGAACACATGGTTTTACATTACCTATGAGAAAGACCCTGTCTTGTACATGTACCAACTCTTAGATGATTACAAAGAAGGCGACCTTCGCATTATGCCTGATTCCAATGATTCA
CCTGTCATGAACACATGGTTTTACATTACCTATGAGAAAGATCCTGTATTATATATGTACCAGCTCTTAGATGATTATAAAGATGGTGACCTCCGCATCCTTCAAGATTCCAATGATTCT
CCTATCATGAAAGCCTGGTTTTATATTACCTATGAGAAAGATCCTGTCTTGTACATGTACCAGCTTCTAGATGATTATAAGGAAGGTGACCTCCGCATCATGCCAGAATCCAGTGAGTCT
CCTATCATGAAAGCCTGGTTTTATATTACCTATGAGAAAGATCCTGTCTTGTACATGTACCAGCTTCTAGATGATTATAAGGAAGGTGACCTCCGCATCATGCCAGAATCCAGTGAGTCT
CCT TCATGAA C TGGTTTTA ATTACCTATGAGAAAGAtCCTGTcTTgTAcATGTACCAgCT TAGATGATTAtAA GAaGGtGACCTcCGCATcaTgCcaGA TCCA TGA TCt

: 597
: 585
: 585
: 585

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 620 * 640 * 660 * 680 * 700 * 720
CCTCCAGCAGAAAGGGAACCAGGAGAAGTTGTGGACAGCCTGGTAGGCAAACAAGTGGAATATGCCAAAGAAGATGGCTCGAAAAGGACTGGCATGGTCATTCATCAAGTAGAAGCCAAG
CCTCTGGCAGAGAGGGAGCCAGGAGAAGTCATAGACAGCCTGGTAGGCAAACAGGTGGAATACGCCAAAGACGATGGCTCCAAGAGAACTGGCATGGTCATTCATCAGGTAGAAGCAAAA
CCTCCAACAGAGAGGGAGCCAGGAGGAGTTGTAGATGGCCTAATAGGTAAGCATGTGGAATATACCAAAGAAGATGGCTCCAAAAGGATCGGCATGGTCATTCACCAAGTGGAAACCAAA
CCTCCAACAGAGAGGGAGCCAGGAGGAGTTGTAGATGGCCTAATAGGTAAGCATGTGGAATATACCAAAGAAGATGGCTCCAAAAGGATCGGCATGGTCATTCACCAAGTGGAAGCCAAA
CCTCca CAGAgAGGGAgCCAGGAG AGTtgTaGA GCCT TAGG AA CA GTGGAATAt CCAAAGAaGATGGCTCcAAaAGgA GGCATGGTCATTCA CAaGT GAAgCcAAa

: 717
: 705
: 705
: 705

Spindlin1 :
Spindlin3 :
Spindlin2A :
Spindlin2B :

* 740 * 760 * 780 *
CCCTCCGTCTATTTCATCAAGTTTGATGATGATTTCCATATTTATGTCTACGATTTGGTGAAAACATCCTAG
CCCTCTGTGTACTTCATCAAATTTGATGATGATTTCCATATCTATGTCTACGATTTGGTAAAAACATCTTAG
CCCTCTGTGTATTTCATCAAGTTTGATGATGATTTCCATATCTATGTCTACGATTTGGTGAAAAAGTCCTAA
CCCTCTGTGTATTTCATCAAGTTTGATGATGATTTCCATATCTATGTCTACGATTTGGTGAAAAAGTCCTAA
CCCTCtGTgTAtTTCATCAAgTTTGATGATGATTTCCATATcTATGTCTACGATTTGGTgAAAA TCcTA

: 789
: 777
: 777
: 777
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