Expression data from normal
adults and fetal human thyroids
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MCM4 HS6ST2 EGR2 AGPATS SERPINH1 | HLA-DQA1
LRP1B SULT1E1 CPXM1 F2RL2 HS6ST2 PTPRC
ST6GALNAC2| SEPTING PSMBO9 MN1 COL4AG CPEB3
DDIAS CDCA2 HUNK MEGF10 TNNC2 TSHZ2
ROR1 RGS16 MX1 OSR2 RASGRF2 | NLGN4X
TTN CTSS SEPTIN6 | ESR1 STEAP4 | FBXL16
CAPS2 CD69 DEPDC7 NR4A2 CARD16 | TUBB2B
CLU IFl44L MARCKS | NEBL ID2-AS1 | PFKFB2
CCNL1 IGFBP7 LRRK2 PARPBP MAD2L1 SPDL1
MEOX1 ETV1 CLIC5 PTPRC SPOCK3 GPR183
HEMGN CENPF CLU ADAM12 PTPRB OGN
HCP5 ASPM CCL5 RNASEH2A BHMT2 CCNB2
FAM171A1 | TUSC3 GGH CNMD STMN2 COL3A1
BIRC3 ADGRL3 CEBPD SLC10A4 WIF1 SHCBP1
PDK4 CD48 RGS1 HPGD ATP13A4 | CIP2A
TUSC3 HMGB3 SERPINB1 | KRT7 SLC5A3 Cys1
ZNF595 TUBB2A IFI6 SP2-AS1 NMU TNNI2
STEAP4 PRKX WASF1 MCM10 col21a1 | €DCo
PTPRD NREP IGKC PAFAH1B3 | NCAPG LINC-PINT
HLA-DQB1 | WDR72 TXNL1 GPR37 TNFRSF118 | MCM6
SLCAA11 CCN2+B3B362:BATE3A CDH11 b
CDH2 NUF2 LRRC17 MAGED4 | PEG10 CDCA5
CRYBG1 NEBL RBP7 PSAT1 MUC15 P2RY14
HSD11B1 | AGR2 CENPU HEMGN PDGFRA SOX8
MT1G CDCAS8 NAV3 BCHE PIEZO2 SEPTING
TIAM1 GTSE1 CLEC2B EGR1 PXDN FBXOS
GNAS TMEM139|  GYPA PBK GBP2 RARRES1
AGTR1 TOX XAF1 HMGA2 PLP1 GBP3
DEFA1 CCR2 MCM10 APLNR ENC1 THBS1
NID2 DLK1 TRIM59 MYEF2 DGKI LRRC38B
FBN3 GPSM1 ATP1B4 PENK CBX2 ARHGAP28
SNORD3B-1| DPT CDH2 CENPK HMGA2 FOXG1
CFH CDKL2 FAM167A | BHLHE41 | CDHI1 NUSAP1
GLRB MYHS GREB1 ITGB3 GREM1 H2AX
F8 EGFL6 CDCA3 CDK1 IL15 RAD51
CGA AHSP OSR1 GCM2 CLCNS ELOVL6
ITGA2 COL1A2
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Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

ATP binding cassette subfamily B member 1(ABCB1)
BLM RecQ like helicase(BLM)

BMP/retinoic acid inducible neural specific 1(BRINP1)
BMP/retinoic acid inducible neural specific 3(BRINP3)
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Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)
5-hydroxytryptamine receptor 2B(HTR2B)
BMP/retinoic acid inducible neural specific 1(BRINP1)

BRCA1 associated RING domain 1(BARD1)

BRCA2 DNA repair associated(BRCA2)




cellular component assembly

Gene Name

BCL11 transcription factor A(BCL11A)

BLM RecQ like helicase(BLM)

BRCA1 interacting helicase 1(BRIP1)

C-X-C motif chemokine ligand 12(CXCL12)

CD36 molecule(CD36)

cellular response to chemical stimulus

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)

ATP binding cassette subfamily B member 1(ABCB1)

BCL11 transcription factor A(BCL11A)

BLM RecQ like helicase(BLM)

regulation of cell communication

Gene Name

5-hydroxytryptamine receptor 2B(HTR2B)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)

BMP and activin membrane bound inhibitor(BAMBI)

C-C motif chemokine ligand 4(CCL4)

regulation of cellular component organization

Gene Name

ATPase family AAA domain containing 2(ATAD2)

BCL11 transcription factor A(BCL11A)

BMP and activin membrane bound inhibitor(BAMBI)

BORA aurora kinase A activator(BORA)

BUB1 mitotic checkpoint serine/threonine kinase B(BUB1B)




regulation of chromosome segregation

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5-hydroxytryptamine receptor 2B(HTR2B)

ATP binding cassette subfamily B member 1(ABCB1)

BMP and activin membrane bound inhibitor(BAMBI)

BRCA1 interacting helicase 1(BRIP1)

regulation of protein metabolic process

Gene Name

5-hydroxytryptamine receptor 2B(HTR2B)

BLM RecQ like helicase(BLM)

BORA aurora kinase A activator(BORA)

BRCA1 associated RING domain 1(BARD1)

BUB1 mitotic checkpoint serine/threonine kinase B(BUB1B)

regulation of signaling

Gene Name

5-hydroxytryptamine receptor 2B(HTR2B)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)

BMP and activin membrane bound inhibitor(BAMBI)

C-C motif chemokine ligand 4(CCL4)




Cellular compement
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Chromosome

Gene Name

BCL11 transcription factor A(BCL11A)

BLM RecQ like helicase(BLM)

BRCA2 DNA repair associated(BRCA2)

BTB domain and CNC homolog 2(BACH2)

BUB1 mitotic checkpoint serine/threonine kinase B(BUB1B)

Cytosol

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-nucleotidase ecto(NT5E)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

BCL11 transcription factor A(BCL11A)

BLM RecQ like helicase(BLM)

endoplasmic reticulum

Gene Name

1-acylglycerol-3-phosphate O-acyltransferase 5(AGPAT5)

ADAM metallopeptidase with thrombospondin type 1 motif 9(ADAMTS9)

ATP binding cassette subfamily A member 8(ABCAS8)

ATPase 13A4(ATP13A4)

BMP/retinoic acid inducible neural specific 1(BRINP1)




extracellular region part

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-nucleotidase ecto(NT5E)

ADAM metallopeptidase with thrombospondin type 1 motif 18(ADAMTS18)
ADAM metallopeptidase with thrombospondin type 1 motif 2(ADAMTS2)
ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)

Nucleoplasm

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-nucleotidase ecto(NT5E)

5-hydroxytryptamine receptor 2B(HTR2B)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

ADAM metallopeptidase domain 12(ADAM12)

Molecular function

S sle 0 WS (wpp 1) s bgyye 8 Sles 4 &S ole e 5 ok 0 Shoe A5 (0
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anion binding

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-aminolevulinate synthase 2(ALAS2)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)

ADP ribosylation factor like GTPase 4D(ARL4D)




Cation binding

Gene Name

5'-nucleotidase ecto(NT5E)

5-hydroxytryptamine receptor 2B(HTR2B)

ADAM metallopeptidase domain 12(ADAM12)

ADAM metallopeptidase with thrombospondin type 1 motif 18(ADAMTS18)

ADAM metallopeptidase with thrombospondin type 1 motif 2(ADAMTS2)

Identical protein binding

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-nucleotidase ecto(NT5E)

BCL11 transcription factor A(BCL11A)

BLM RecQ like helicase(BLM)

BRCA1 associated RING domain 1(BARD1)

lon binding

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)

5'-aminolevulinate synthase 2(ALAS2)

5'-nucleotidase ecto(NT5E)

5-hydroxytryptamine receptor 2B(HTR2B)

6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)

metal ion binding

Gene Name

5'-nucleotidase ecto(NT5E)

ADAM metallopeptidase domain 12(ADAM12)

ADAM metallopeptidase with thrombospondin type 1 motif 18(ADAMTS18)

ADAM metallopeptidase with thrombospondin type 1 motif 2(ADAMTS2)

ADAM metallopeptidase with thrombospondin type 1 motif 3(ADAMTS3)




small molecule binding

Gene Name

15-hydroxyprostaglandin dehydrogenase(HPGD)
5'-aminolevulinate synthase 2(ALAS2)

5'-nucleotidase ecto(NT5E)
6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2(PFKFB2)
ADP ribosylation factor like GTPase 4D(ARL4D)

kEG pathway
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Abstract

Purpose: Microcephaly with or without chorioretinopathy, lymphedema or intellectual disability
(MCLID) is an autosomal dominant condition. Mutations in KIF11 have been found to be causative in

approximately 75% of cases. This study describes the ocular phenotype in patients with confirmed
KIF11 mutations.

PMID: 25996076
DOI: 10.1111/20s.12759
PMID: 31428438 PMCID: PMC6694292
DOI: 10.1038/hgv.2018.10
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Abstract

Cell proliferation exerts a high demand on protein synthesis, yet the mechanisms coupling the two
processes are not fully understood. A kinase and phosphatase screen for activators of translation,
based on the formation of stress granules in human cells, revealed cell cycle-associated kinases as
major candidates. CDK1 was identified as a positive regulator of global translation, and cell
synchronization experiments showed that this is an extramitotic function of CDK1. Different pathways
including elF2o, 4EBP, and S6K1 signaling contribute to controlling global translation downstream of
CDK1. Moreover, Ribo-Seq analysis uncovered that CDK1 exerts a particularly strong effect on the
translation of 5’ TOP mRNAs, which includes mRNAs encoding ribosomal proteins and several
translation factors. This effect requires the 5'TOP mRNA-binding protein LARP1, concurrent to our
finding that LARP1 phosphorylation is strongly dependent on CDK1. Thus, CDK1 provides a direct
means to couple cell proliferation with biosynthesis of the translation machinery and the rate of
pratein synthesis.

PMID: 32040547
PMCID: PMC7054999

DOI: 10.1083/jcb.201906147

PMID: 32240602 PMCID: PMC7214218 DOI:
10.1016/j.molcel.2020.03.010
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Abstract

Successful mitotic cell division is critically dependent on the formation of correct attachments
between chromosomes and spindle microtubules. Microtubule attachments are mediated by
kinetochores, which are large proteinaceous structures assembled on centromeric chromatin of
mitotic chromosomes. These attachments must be sufficiently stable to transduce force; however, the
strength of these attachments are also tightly regulated to ensure timely, error-free progression
through mitosis. The highly conserved, kinetochare-associated NDC80 complex is a core component
of the kinetochore-microtubule attachment machinery in eukaryotic cells. A small, disordered region
within the Hec1 subunit of the NDC80 complex - the N-terminal "tail” domain - has been actively
investigated during the last decade due to its roles in generating and regulating kinetochore-
microtubule attachments. In this review, we discuss the role of the NDC80 complex, and specifically
the Hec1 tail domain, at the kinetochore-microtubule interface, and how recent studies provide a
mere unified view of Hec1 tail domain function.

PMID: 32161753 PMCID: PMC7054225
DOI: 10.3389/fcell.2020.00043




