CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/48842847|citation-report.pdf
Version: 2024-04-26

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




CITATION REPORT

# Paper IF Citations

Single Cell Total RNA Sequencing through Isothermal Amplification in Picoliter-Droplet Emulsion.

— Covalent Click Chemistry-Based Attachment of DNA onto Solid Phase Enables Iterative Molecular
Analysis.

MS-Derived Isotopic Fine Structure Reveals Forazoline A as a Thioketone-Containing
Marine-Derived Natural Product.

s Tagmentation on Microbeads: Restore Long-Range DNA Sequence Information Using Next
37 Generation Sequencing with Library Prepared by Surface-lImmobilized Transposomes.

Potential GQuadruplex Forming Sequences and N6Methyladenosine Colocalize at Human
Pre-mRNA Intron Splice Sites.

2235 Cloning and Transplantation of the Mesoplasma florum Genome.

Comprehensive Proteomic Investigation of Ebf1 Heterozygosity in ProB Lymphocytes Utilizing Data
Independent Acquisition.

s A Method for Selective Depletion of Zn(ll) lons from Complex Biological Media and Evaluation of
33 cellular Consequences of Zn(ll) Deficiency.

Genome-Wide Mapping of Oxidative DNA Damage via Engineering of 80xoguanine DNA
Glycosylase.

2229 Abstract.

Book Notes. 1991, 3, 166-189

2227 The role of memory for past test in the underconfidence with practice effect. 2007, 33, 238-44 95

Genome-wide conserved consensus transcription factor binding motifs are hyper-methylated. 2010
, 11,519

2225 Comparison of transcriptomic landscapes of bovine embryos using RNA-Seq. 2010, 11, 711 63

Evaluation of algorithm performance in ChIP-seq peak detection. 2010, 5, e11471




(2011-2010)

Genome-wide mapping and assembly of structural variant breakpoints in the mouse genome. 2010,

222320, 623-35

217

Enhanced structural variant and breakpoint detection using SVMerge by integration of multiple
detection methods and local assembly. 2010, 11, R128

2221 A first genome assembly of the barley fungal pathogen Pyrenophora teres f. teres. 2010, 11, R109 73

Global and unbiased detection of splice junctions from RNA-seq data. 2010, 11, R34

Drosophila duplication hotspots are associated with late-replicating regions of the genome. 2011,

2219 71002340 7

Exome sequencing identifies NBEAL2 as the causative gene for gray platelet syndrome. 2011, 43, 735-7

Chromatin-associated RNA interference components contribute to transcriptional regulation in

Drosophila. 2011, 480, 391-5 180

Cistrome: an integrative platform for transcriptional regulation studies. 2011, 12, R83

A multiplex RNA-seq strategy to profile poly(A+) RNA: application to analysis of transcription

2215 response and 3’ end formation. 2011, 98, 266-71 53

The discovery of novel protein-coding features in mouse genome based on mass spectrometry
data. 2011, 98, 343-51

2213 Epigenetic methodologies for behavioral scientists. 2011, 59, 407-16 13

Genome sequencing of mouse induced pluripotent stem cells reveals retroelement stability and
infrequent DNA rearrangement during reprogramming. 2011, 9, 366-73

A global transcriptional analysis of Plasmodium falciparum malaria reveals a novel family of

2211 telomere-associated IncRNAS. 2011, 12, R56 99

ZINBA integrates local covariates with DNA-seq data to identify broad and narrow regions of
enrichment, even within amplified genomic regions. 2011, 12, R67

2209 Next generation quantitative genetics in plants. 2011, 2, 77 10

Genome-Wide Gene Expression Profiling of Nucleus Accumbens Neurons Projecting to Ventral
Pallidum Using both Microarray and Transcriptome Sequencing. 2011, 5, 98

Segtor: rapid annotation of genomic coordinates and single nucleotide variations using segment

2207 trees. 2011, 6, 26715 7

The GENCODE exome: sequencing the complete human exome. 2011, 19, 827-31




CITATION REPORT

Cost-effective multiplexing before capture allows screening of 25 000 clinically relevant SNPs in

2205 childhood acute lymphoblastic leukemia. 2011, 25, 1001-6 17

Global gene disruption in human cells to assign genes to phenotypes by deep sequencing. 2011, 29, 542-6

2203 Effect of PCR extension temperature on high-throughput sequencing. 2011, 176, 64-7 16

Long noncoding intronic RNAs are differentially expressed in primary and metastatic pancreatic
cancer. 2011, 10, 141

2201 WordCluster: detecting clusters of DNA words and genomic elements. 2011, 6, 2 13

Identification of gene fusion transcripts by transcriptome sequencing in BRCA1-mutated breast
cancers and cell lines. 2011, 4, 75

2199 An integrated ChIP-seq analysis platform with customizable workflows. 2011, 12, 277 72

Exploratory analysis of genomic segmentations with Segtools. 2011, 12, 415

L Global assessment of genomic variation in cattle by genome resequencing and high-throughput
2197 genotyping. 2011, 12, 557 57

Nuclear receptor HNF4binding sequences are widespread in Alu repeats. 2011, 12, 560

Directional gene expression and antisense transcripts in sexual and asexual stages of Plasmodium

2195 falciparum. 2011, 12, 587 221

RNA-seq analyses of blood-induced changes in gene expression in the mosquito vector species,
Aedes aegypti. 2011, 12, 82

SMN2 exon 7 splicing is inhibited by binding of hnRNP A1 to a common ESS motif that spans the 3’
2193 splice site. 2011, 32, 220-30 29

Characterization of copy number-stable regions in the human genome. 2011, 32, 947-55

2191 BamTools: a C++ APl and toolkit for analyzing and managing BAM files. Bioinformatics, 2011, 27,1691-2 7.2 447

Pyicos: a versatile toolkit for the analysis of high-throughput sequencing data. Bioinformatics, 2011,
27,3333-40

Estrogen-regulated genes in rat testes and their relationship to recovery of spermatogenesis after

2189 i -2 diation. 2011, 85, 823-33

Building a GATK-Based Tool for Methylation Analysis in Next-Generation Bisulfite Sequencing

Experiments. 2011, 87-91




(2012-201)

2187 Extending KNIME for next-generation sequencing data analysis. Bioinformatics, 2011, 27, 2907-9 72 27

Deep-sequencing of human Argonaute-associated small RNAs provides insight into miRNA sorting
and reveals Argonaute association with RNA fragments of diverse origin. 2011, 8, 158-77

Misregulation of mitotic chromosome segregation in a new type of autosomal recessive primary

2185 microcephaly. 2011, 10, 2967-77

11

Phyloepigenomic comparison of great apes reveals a correlation between somatic and germline
methylation states. 2011, 21, 2049-57

2183 Repetitive elements may comprise over two-thirds of the human genome. 2011, 7, e1002384 689

A comprehensively molecular haplotype-resolved genome of a European individual. 2011, 21, 1672-85

Combinatorial binding in human and mouse embryonic stem cells identifies conserved enhancers

2181 active in early embryonic development. 2011, 7, e1002304 40

Pybedtools: a flexible Python library for manipulating genomic datasets and annotations.
Bioinformatics, 2011, 27, 3423-4

Variation in genes related to cochlear biology is strongly associated with adult-onset deafness in

2179 border collies. 2012, 8, 1002898 18

Polyadenylation-dependent control of long noncoding RNA expression by the poly(A)-binding
protein nuclear 1. 2012, 8, e1003078

2177 Tissue-specific regulation of chromatin insulator Function. 2012, 8, e1003069 36

Population genomics of the Wolbachia endosymbiont in Drosophila melanogaster. 2012, 8, 1003129

2175 The NSL complex regulates housekeeping genes in Drosophila. 2012, 8, e1002736 65

Spreading of heterochromatin is limited to specific families of maize retrotransposons. 2012, 8, e1003127

ncPRO-seq: a tool for annotation and profiling of ncRNAs in SRNA-seq data. Bioinformatics, 2012,
2173 28,3147-9 728

Recessive mutations in SPTBN2 implicate [HII spectrin in both cognitive and motor development.
2012, 8, 1003074

2171 MULTOVL: fast multiple overlaps of genomic regions. Bioinformatics, 2012, 28, 3318-9 72 26

A proteogenomic survey of the Medicago truncatula genome. 2012, 11, 933-44




CITATION REPORT

AIB1:ERHranscriptional activity is selectively enhanced in aromatase inhibitor-resistant breast

2169 ancer cells. 2012, 18, 3305-15 35

Purifying selection, sequence composition, and context-specific indel mutations shape intraspecific
variation in a bacterial endosymbiont. 2012, 4, 44-51

Tumor-specific retargeting of an oncogenic transcription factor chimera results in dysregulation of

2167 chromatin and transcription. 2012, 22, 259-70 77

Limited evidence for classic selective sweeps in African populations. 2012, 192, 1049-64

SVMLt an improved paired-end-based tool for the detection of small genomic structural variations

using high-throughput single-genome resequencing data. 2012, 40, e145 =

2165

lobSTR: A short tandem repeat profiler for personal genomes. 2012, 22, 1154-62

Pinstripe: a suite of programs for integrating transcriptomic and proteomic datasets identifies
2163 novel proteins and improves differentiation of protein-coding and non-coding genes. Bioinformatics 72 59
, 2012, 28, 3042-50

i-cisTarget: an integrative genomics method for the prediction of regulatory features and
cis-regulatory modules. 2012, 40, e114

2161 Cell type-specific genomics of Drosophila neurons. 2012, 40, 9691-704 114

CONTRA: copy number analysis for targeted resequencing. Bioinformatics, 2012, 28, 1307-13

Hybridization-based reconstruction of small non-coding RNA transcripts from deep sequencing
2159 data. 2012, 40, 7633-43

Defining the DNA uptake specificity of naturally competent Haemophilus influenzae cells. 2012, 40, 8536-49 35

2157 High efficiency recombineering in lactic acid bacteria. 2012, 40, e76 147

Whole-genome bisulfite DNA sequencing of a DNMT3B mutant patient. 2012, 7, 542-50

L Revealing stable processing products from ribosome-associated small RNAs by deep-sequencing
2155 data analysis. 2012, 40, 4013-24 45

Combining RT-PCR-seq and RNA-seq to catalog all genic elements encoded in the human genome.
2012, 22, 1698-710

2153 MeQA: a pipeline for MeDIP-seq data quality assessment and analysis. Bioinformatics, 2012, 28,587-8 72 24

Computational analysis of protein-DNA interactions from ChIP-seq data. 2012, 786, 263-73




(2012-2012)

2151 Update on the first cloned goats. 2012, 30, 229-30 8

A Hyperactive Transposase Promotes Persistent Gene Transfer of a piggyBac DNA Transposon.
2012, 1, e50

L MicroRNAs in the pineal gland: miR-483 regulates melatonin synthesis by targeting arylalkylamine
2149 N-acetyltransferase. 2012, 287, 25312-24 53

Global analysis of the regulon of the transcriptional repressor LexA, a key component of SOS
response in Mycobacterium tuberculosis. 2012, 287, 22004-14

Two novel CCDC88C mutations confirm the role of DAPLE in autosomal recessive congenital
2147 hydrocephalus. 2012, 49, 708-12 44

Evaluation of single CpG sites as proxies of CpG island methylation states at the genome scale.
2012, 40, 11490-8

2145 CloudMap: a cloud-based pipeline for analysis of mutant genome sequences. 2012, 192, 1249-69 175

A workflow for genome-wide mapping of archaeal transcription factors with ChiP-seq. 2012, 40, e74

2143 Evolutionary conservation of histone modifications in mammals. 2012, 29, 1757-67 37

Alkbh1 and Tzfp repress a non-repeat piRNA cluster in pachytene spermatocytes. 2012, 40, 10950-63

V1A A comprehensive molecular cytogenetic analysis of chromosome rearrangements in gibbons. 2012, 5
41 22,2520-8 ]

pre-miRNA profiles obtained through application of locked nucleic acids and deep sequencing
reveals complex 5°/3" arm variation including concomitant cleavage and polyuridylation patterns.
2012, 40, 1424-37

; Expression dynamics of the Medicago truncatula transcriptome during the symbiotic interaction
2139 with Sinorhizobium meliloti: which role for nitric oxide?. 2013, 161, 425-39 73

HaploReg: a resource for exploring chromatin states, conservation, and regulatory motif
alterations within sets of genetically linked variants. 2012, 40, D930-4

L Identification of differentially expressed non-coding RNAs in embryonic stem cell neural L
2137 differentiation. 2012, 40, 6001-15 4

Promoters active in interphase are bookmarked during mitosis by ubiquitination. 2012, 40, 10187-202

2135 CUGBP1 and MBNL1 preferentially bind to 3' UTRs and Facilitate mRNA decay. 2012, 2, 209 120

GenomicTools: an open source platform for developing high-throughput analytics in genomics.

2012, 189-220




CITATION REPORT

2133 KDMZ2B links the Polycomb Repressive Complex 1 (PRC1) to recognition of CpG islands. 2012, 1, €00205 318

GATAZ?2 zinc finger 1 mutations associated with biallelic CEBPA mutations define a unique genetic
entity of acute myeloid leukemia. 2012, 120, 395-403

Chromatin modification by SUMO-1 stimulates the promoters of translation machinery genes. 2012
,40,10172-86 52

De novo mutations in MLL cause Wiedemann-Steiner syndrome. 2012, 91, 358-64

2129 BEDOPS: high-performance genomic feature operations. Bioinformatics, 2012, 28, 1919-20 7.2 472

DNA damage defines sites of recurrent chromosomal translocations in B lymphocytes. 2012, 484, 69-74

GenomicTools: a computational platform for developing high-throughput analytics in genomics.

2127 Bioinformatics, 2012, 28, 282-3 72 38

5’ end-centered expression profiling using cap-analysis gene expression and next-generation
sequencing. 2012, 7, 542-61

Integrated annotation and analysis of genetic variants from next-generation sequencing studies

2125 \vith variant tools. Bioinformatics, 2012, 28, 421-2 g

Foxa2 and H2A.Z mediate nucleosome depletion during embryonic stem cell differentiation. 2012,
151, 1608-16

2123 Transcriptional response of mucoid Pseudomonas aeruginosa to human respiratory mucus. 2013, 3, e00410-1230

Chromatin occupancy analysis reveals genome-wide GATA factor switching during hematopoiesis.
2012, 119, 3724-33

2121 The histone deacetylase SIRT6 is a tumor suppressor that controls cancer metabolism. 2012, 151, 1185-99 476

The birth of the Epitranscriptome: deciphering the function of RNA modifications. 2012, 13, 175

Tissue of origin determines cancer-associated CpG island promoter hypermethylation patterns.

2119 2012, 13, R84

1271

EpiExplorer: live exploration and global analysis of large epigenomic datasets. 2012, 13, R96

Mediation of Drosophila autosomal dosage effects and compensation by network interactions.
21172012, 13, r28 75

Genome-wide distribution of 5-formylcytosine in embryonic stem cells is associated with

transcription and depends on thymine DNA glycosylase. 2012, 13, R69




(2012-2012)

2115 Analysis of variation at transcription factor binding sites in Drosophila and humans. 2012, 13, R49 71

The genetic landscape of mutations in Burkitt lymphoma. 2012, 44, 1321-5

Complex reorganization and predominant non-homologous repair following chromosomal
2113 breakage in karyotypically balanced germline rearrangements and transgenic integration. 2012, 44, 190
390-7, S1

Tissue-specific mitotic bookmarking by hematopoietic transcription factor GATA1. 2012, 150, 725-37

The cellular EJC interactome reveals higher-order mRNP structure and an EJC-SR protein nexus.

2111 2012, 151, 750-764

231

First exon length controls active chromatin signatures and transcription. 2012, 2, 62-8

2109 Genomic imprinting absent in Drosophila melanogaster adult females. 2012, 2, 69-75 33

CEL-Seq: single-cell RNA-Seq by multiplexed linear amplification. 2012, 2, 666-73

Computational detection and analysis of sequences with duplex-derived interstrand G-quadruplex

forming potential. 2012, 57, 3-10 18

2107

Genome-wide identification of miRNA targets by PAR-CLIP. 2012, 58, 94-105

2105 Clustering Tandem Repeats via Trinucleotides. 2012,

A Bayesian Model for SNP Discovery Based on Next-Generation Sequencing Data. 2012, 2012, 42-45

The GENCODE v7 catalog of human long noncoding RNAs: analysis of their gene structure,

2103 eyolution, and expression. 2012, 22, 1775-89 3408

Predicting cell-type-specific gene expression from regions of open chromatin. 2012, 22, 1711-22

Genome-wide profiling of peroxisome proliferator-activated receptor [in primary epididymal,
2101 inguinal, and brown adipocytes reveals depot-selective binding correlated with gene expression. 93
2012, 32, 3452-63

mRNA-Seq reveals complex patterns of gene regulation and expression in the mouse skeletal
muscle transcriptome associated with calorie restriction. 2012, 44, 331-44

Evidence of abundant purifying selection in humans for recently acquired regulatory functions.

2099 2012, 337, 1675-8 151

Lifestyle transitions in plant pathogenic Colletotrichum fungi deciphered by genome and

transcriptome analyses. 2012, 44, 1060-5




CITATION REPORT

2097 Comparing DNA Sequence Collections by Direct Comparison of Compressed Text Indexes. 2012, 214-224 11

Mutations in the mechanotransduction protein PIEZO1 are associated with hereditary xerocytosis.
2012, 120, 1908-15

Mutations in PIGO, a member of the GPI-anchor-synthesis pathway, cause hyperphosphatasia with

2095 mental retardation. 2012, 91, 146-51 113

RYBP-PRC1 complexes mediate H2A ubiquitylation at polycomb target sites independently of PRC2
and H3K27me3. 2012, 148, 664-78

Comprehensive analysis of mMRNA methylation reveals enrichment in 3' UTRs and near stop codons.

2093 2012, 149, 1635-46 2100

Transcript dynamics of proinflammatory genes revealed by sequence analysis of subcellular RNA
fractions. 2012, 150, 279-90

2091 LIN28A is a suppressor of ER-associated translation in embryonic stem cells. 2012, 151, 765-777 171

Single-neuron sequencing analysis of L1 retrotransposition and somatic mutation in the human
brain. 2012, 151, 483-96

2089 The Triform algorithm: improved sensitivity and specificity in ChIP-Seq peak finding. 2012, 13, 176 8

NRE: a tool for exploring neutral loci in the human genome. 2012, 13, 301

RNA-Seq analysis uncovers transcriptomic variations between morphologically similar in vivo- and

in vitro-derived bovine blastocysts. 2012, 13, 118 oz

2087

Transcriptome sequencing of Eucalyptus camaldulensis seedlings subjected to water stress reveals
functional single nucleotide polymorphisms and genes under selection. 2012, 13, 364

Detecting transcription of ribosomal protein pseudogenes in diverse human tissues from RNA-seq

2085 4ata. 2012, 13, 412 25

De novo sequence assembly and characterisation of a partial transcriptome for an evolutionarily
distinct reptile, the tuatara (Sphenodon punctatus). 2012, 13, 439

Pre-capture multiplexing improves efficiency and cost-effectiveness of targeted genomic

enrichment. 2012, 13, 618 16

2083

Limitations and possibilities of low cell number ChiIP-seq. 2012, 13, 645

De novo reconstruction of the Toxoplasma gondii transcriptome improves on the current genome
2081 annotation and reveals alternatively spliced transcripts and putative long non-coding RNAs. 2012, 36
13,696

Targeted enrichment of the black cottonwood (Populus trichocarpa) gene space using sequence

capture. 2012, 13, 703

10



(2012-2012)

0 A systematic comparison and evaluation of high density exon arrays and RNA-seq technology used
79 to unravel the peripheral blood transcriptome of sickle cell disease. 2012, 5, 28

Resources for methylome analysis suitable for gene knockout studies of potential epigenome
modifiers. 2012, 1, 3

2077 A computational pipeline for comparative ChIP-seq analyses. 2011, 7, 45-61 88

MALINA: a web service for visual analytics of human gut microbiota whole-genome metagenomic
reads. 2012, 7, 13

0 DNA template strand sequencing of single-cells maps genomic rearrangements at high resolution. 111
75 2012,9,1107-12

Recurrent mutation of the ID3 gene in Burkitt lymphoma identified by integrated genome, exome
and transcriptome sequencing. 2012, 44, 1316-20

o DICER- and AGO3-dependent generation of retinoic acid-induced DR2 Alu RNAs regulates human 6
2073 stem cell proliferation. 2012, 19, 1168-75 5

Germline Mutation in EXPH5 Implicates the Rab27B Effector Protein Slac2-b in Inherited Skin
Fragility. 2012, 91, 1115-21

A pipeline for the identification and characterization of chromatin modifications derived from

2071 chip-Seq datasets. 2012, 94, 2353-9 5

Systematic evaluation of factors influencing ChIP-seq fidelity. 2012, 9, 609-14

2069 Definition of Promotomelranscriptome Architecture Using CAGEscan. 2012, 47-61

RACE: New Applications of an Old Method to Connect Exons. 2012, 63-71

2067 Detecting and annotating genetic variations using the HugeSeq pipeline. 2012, 30, 226-9 90

Gene Regulatory Networks. 2012,

A comprehensive comparison of RNA-Seg-based transcriptome analysis from reads to differential
2065 gene expression and cross-comparison with microarrays: a case study in Saccharomyces cerevisiae. 222
2012, 40, 10084-97

Bromodomain-containing protein 4 (BRD4) regulates RNA polymerase Il serine 2 phosphorylation in
human CD4+ T cells. 2012, 287, 43137-55

Position-dependent FUS-RNA interactions regulate alternative splicing events and transcriptions.
2063 2012, 2, 529 e

RNA-seq analysis of synovial fibroblasts brings new insights into rheumatoid arthritis. 2012, 2, 43

11



CITATION REPORT

2061 Genomic variation in natural populations of Drosophila melanogaster. 2012, 192, 533-98 252

ChopsSticks: High-resolution analysis of homozygous deletions by exploiting concordant read pairs.
2012, 13, 279

Improving mapping and SNP-calling performance in multiplexed targeted next-generation
2059 sequencing. 2012, 13, 417

Retinal Development. 2012,

2057 Mutation spectrum of Drosophila CNVs revealed by breakpoint sequencing. 2012, 13, R119 11

Transposable elements reveal a stem cell-specific class of long noncoding RNAs. 2012, 13, R107

2055 Transcriptional enhancers in protein-coding exons of vertebrate developmental genes. 2012, 7, 35202 31

Response of sunflower (Helianthus annuus L.) leaf surface defenses to exogenous methyl
jasmonate. 2012, 7, e37191

RNA-Seq approach for genetic improvement of meat quality in pig and evolutionary insight into the
2053 gsyubstrate specificity of animal carbonyl reductases. 2012, 7, e42198 32

Novel nuclear localization and potential function of insulin-like growth factor-1 receptor/insulin
receptor hybrid in corneal epithelial cells. 2012, 7, e42483

A fish-specific transposable element shapes the repertoire of p53 target genes in zebrafish. 2012,

7, 46642 16

2051

A streamlined method for detecting structural variants in cancer genomes by short read paired-end
sequencing. 2012, 7, e48314

o Expression of small RNA in Aphis gossypii and its potential role in the resistance interaction with
2049 melon. 2012, 7, e48579 27

Survey of endosymbionts in the Diaphorina citri metagenome and assembly of a Wolbachia wDi
draft genome. 2012, 7, e50067

2047 Deep-sequencing protocols influence the results obtained in small-RNA sequencing. 2012, 7, e32724 30

Case study of sequence capture enrichment technology: identification of variation underpinning
developmental syndromes in an amniote model. 2012, 3, 233-47

2045 Classification of Tandem Repeats in the Human Genome. 2012, 3, 1-21

Towards a Hybrid Federated Cloud Platform to Efficiently Execute Bioinformatics Workflows. 2012,

12



(2012-2012)

. cDNA normalization by hydroxyapatite chromatography to enrich transcriptome diversity in 5
43 RNA-seq applications. 2012, 53, 373-80 3

A strand specific high resolution normalization method for chip-sequencing data employing
multiple experimental control measurements. 2012, 7, 2

2041 Variations in the exome of the LNCaP prostate cancer cell line. 2012, 72, 1317-27 18

A unique role of cohesin-SA1 in gene regulation and development. 2012, 31, 2090-102

2039 Research resource: The estrogen receptor istrome defined by DamIP. 2012, 26, 349-57 5

Topology of the human and mouse m6A RNA methylomes revealed by m6A-seq. 2012, 485, 201-6

o Long noncoding RNA-mediated maintenance of DNA methylation and transcriptional gene 3
2037 silencing. 2012, 139, 2792-803 5

Chromatin state signatures associated with tissue-specific gene expression and enhancer activity in
the embryonic limb. 2012, 22, 1069-80

2035 RNA editing of protein sequences: a rare event in human transcriptomes. 2012, 18, 1586-96 35

Altered patterns of fractionation and exon deletions in Brassica rapa support a two-step model of
paleohexaploidy. 2012, 190, 1563-74

Designing a transcriptome next-generation sequencing project for a nonmodel plant species. 2012,

2933 99, 257-66 e

Exome sequencing reveals DNAJB6 mutations in dominantly-inherited myopathy. 2012, 71, 407-16

Targeted next generation sequencing of clinically significant gene mutations and translocations in
leukemia. 2012, 25, 795-804 72

Analysis of microRNAs and their precursors in bovine early embryonic development. 2012, 18, 425-34

Dynamic transitions in RNA polymerase Il density profiles during transcription termination. 2012,

2029 22 1447-56 40

GRASS: a generic algorithm for scaffolding next-generation sequencing assemblies. Bioinformatics,
2012, 28, 1429-37

2027 Targeted RNA sequencing reveals the deep complexity of the human transcriptome. 2011, 30, 99-104 356

Uncovering cis-regulatory sequence requirements for context-specific transcription factor binding.

2012, 22,2018-30

L



CITATION REPORT

2025 Effects of oestrogen on microRNA expression in hormone-responsive breast cancer cells. 2012, 3, 65-78 46

Condensin dysfunction in human cells induces nonrandom chromosomal breaks in anaphase, with
distinct patterns for both unique and repeated genomic regions. 2012, 121, 191-9

De novo mutations of the gene encoding the histone acetyltransferase KAT6B cause Genitopatellar

2023 gyndrome. 2012, 90, 290-4 77

A restricted spectrum of mutations in the SMAD4 tumor-suppressor gene underlies Myhre
syndrome. 2012, 90, 161-9

Mutations in KIF11 cause autosomal-dominant microcephaly variably associated with congenital

lymphedema and chorioretinopathy. 2012, 90, 356-62 108

2021

Characterizing complex structural variation in germline and somatic genomes. 2012, 28, 43-53

Genome-wide identification and initial characterization of bovine long non-coding RNAs from EST

2019 §ata. 2012, 43, 674-82 48

Transposon proliferation in an asexual parasitoid. 2012, 21, 3898-906

2017 Annotation of primate miRNAs by high throughput sequencing of small RNA libraries. 2012, 13, 116 14

Genome-wide patterns of standing genetic variation in a marine population of three-spined
sticklebacks. 2013, 22, 635-49

The BET protein FSH functionally interacts with ASH1 to orchestrate global gene activity in

Drosophila. 2013, 14, R18 22

2015

An efficient rRNA removal method for RNA sequencing in GC-rich bacteria. 2013, 3, 1

2013 Viral categorization and discovery in human circulation by transcriptome sequencing. 2013, 436, 525-9 4

Hepatocyte nuclear factor 4 alpha and farnesoid X receptor co-regulates gene transcription in
mouse livers on a genome-wide scale. 2013, 30, 2188-98

53BP1 alters the landscape of DNA rearrangements and suppresses AlID-induced B cell lymphoma.

2011 5013, 49, 623-31 31

Barley whole exome capture: a tool for genomic research in the genus Hordeum and beyond. 2013,
76,494-505

Genome-wide annotation of genes and noncoding RNAs of foxtail millet in response to simulated

2009 drought stress by deep sequencing. 2013, 83, 459-73

132

Recurrent somatic alterations of FGFR1 and NTRK2 in pilocytic astrocytoma. 2013, 45, 927-32

14



(2013-2013)

A tripartite transcription factor network regulates primordial germ cell specification in mice. 2013,

2007 15 905-15

187

Examples of sequence conservation analyses capture a subset of mouse long non-coding RNAs
sharing homology with fish conserved genomic elements. 2013, 14 Suppl 7, S14

CoNVEX: copy number variation estimation in exome sequencing data using HMM. 2013, 14 Suppl
2005 2. 52 42

Phylogenomics of strongylocentrotid sea urchins. 2013, 13, 88

Evolution of a horizontally acquired legume gene, albumin 1, in the parasitic plant Phelipanche

2003 aegyptiaca and related species. 2013, 13, 48 37

Transposon fingerprinting using low coverage whole genome shotgun sequencing in cacao
(Theobroma cacao L.) and related species. 2013, 14, 502

2001 Variant discovery in targeted resequencing using whole genome amplified DNA. 2013, 14, 468 5

Transcriptome sequencing and de novo annotation of the critically endangered Adriatic sturgeon.
2013, 14, 407

Comparative analysis of 4C-Seq data generated from enzyme-based and sonication-based methods.

1999 2013, 14, 345 11

Genome-scale transcriptional analyses of first-generation interspecific sunflower hybrids reveals
broad regulatory compatibility. 2013, 14, 342

Differential transcript isoform usage pre- and post-zygotic genome activation in zebrafish. 2013,
1997 14,331 27

Characterisation of a transcriptome to find sequence differences between two differentially
migrating subspecies of the willow warbler Phylloscopus trochilus. 2013, 14, 330

5’ tERNA halves are present as abundant complexes in serum, concentrated in blood cells, and

1995 modulated by aging and calorie restriction. 2013, 14, 298 152

ContigScape: a Cytoscape plugin facilitating microbial genome gap closing. 2013, 14, 289

Phylogenetic patterns of emergence of new genes support a model of frequent de novo evolution.
1993 2013, 14,117 8

Transcriptional profiling of the Arabidopsis abscission mutant hae hsl2 by RNA-Seq. 2013, 14, 37

1991 Reconstructing de novo silencing of an active plant retrotransposon. 2013, 45, 1029-39 193

A novel method to predict regulatory regions based on histone mark landscapes in macrophages.

2013, 218, 1416-27

1y



CITATION REPORT

1989 Computational methodology for ChIP-seq analysis. 2013, 1, 54-70 20

Identification of COL6A2 mutations in progressive myoclonus epilepsy syndrome. 2013, 132, 275-83

3 Epigenetic and transcriptional signatures of stable versus plastic differentiation of 3
19°7 proinflammatory [T cell subsets. 2013, 14, 1093-1100 7

Sox transcription factors require selective interactions with Oct4 and specific transactivation
functions to mediate reprogramming. 2013, 31, 2632-46

108 Comparison of clinical targeted next-generation sequence data from formalin-fixed and 11>
995 fresh-frozen tissue specimens. 2013, 15, 623-33 4

(ncRNA-dependent mechanisms of androgen-receptor-regulated gene activation programs. 2013,

500, 598-602

3 NGSPE: A pipeline for end-to-end analysis of DNA sequencing data and comparison between
1993 different platforms. 2013, 43, 1171-6

mRNA enrichment protocols determine the quantification characteristics of external RNA spike-in
controls in RNA-Seq studies. 2013, 56, 134-42

3 Comparative study of de novo assembly and genome-guided assembly strategies for transcriptome
1991 reconstruction based on RNA-Seq. 2013, 56, 143-55 40
Molecular diagnostic profiling of lung cancer specimens with a semiconductor-based massive

parallel sequencing approach: feasibility, costs, and performance compared with conventional

sequencing. 2013, 15, 765-75

L Mapping the human reference genome’s missing sequence by three-way admixture in Latino o
979 genomes. 2013, 93, 411-21 3

Weight loss after gastric bypass surgery in human obesity remodels promoter methylation. 2013, 3, 1020-7

L A PRC2-dependent repressive role of PRDM14 in human embryonic stem cells and induced .
977 pluripotent stem cell reprogramming. 2013, 31, 682-92 5

Confirmation of papillary thyroid cancer susceptibility loci identified by genome-wide association
studies of chromosomes 14q13, 9922, 2q35 and 8p12 in a Chinese population. 2013, 50, 689-95

1975 Single-cell paired-end genome sequencing reveals structural variation per cell cycle. 2013, 41, 6119-38 125

Early B-cell factor-1 (EBF1) is a key regulator of metabolic and inflammatory signaling pathways in
mature adipocytes. 2013, 288, 35925-39

Condensin | associates with structural and gene regulatory regions in vertebrate chromosomes.
1973 2013, 4, 2537 5t

Random Forests approach for identifying additive and epistatic single nucleotide polymorphisms

associated with residual feed intake in dairy cattle. 2013, 96, 6716-29

16



(2013-2013)

The DNA methylation landscape of small cell lung cancer suggests a differentiation defect of o
1971 neuroendocrine cells. 2013, 32, 3559-68 5

DNMT1-interacting RNAs block gene-specific DNA methylation. 2013, 503, 371-6

1969 DREAMing of a patent-free human genome for clinical sequencing. 2013, 31, 884-7 5

Hypermutation of the inactive X chromosome is a frequent event in cancer. 2013, 155, 567-81

Pulling out the 1%: whole-genome capture for the targeted enrichment of ancient DNA sequencing

1967 ibraries. 2013, 93, 852-64 221

Variants at multiple loci implicated in both innate and adaptive immune responses are associated
with Sjgren’s syndrome. 2013, 45, 1284-92

1965 Mosaic copy number variation in human neurons. 2013, 342, 632-7 404

Global DNA methylation remodeling accompanies CD8 T cell effector function. 2013, 191, 3419-29

6 Deep sequencing of Trichomonas vaginalis during the early infection of vaginal epithelial cells and
1993 amoeboid transition. 2013, 43, 707-19

Dosage compensation via transposable element mediated rewiring of a regulatory network. 2013,
342, 846-50

A New Method for Genome-wide Marker Development and Genotyping Holds Great Promise for

1961 Molecular Primatology. 2013, 34, 303-314 17

A genome-wide map of CTCF multivalency redefines the CTCF code. 2013, 3, 1678-1689

The high polyphenol content of grapevine cultivar tannat berries is conferred primarily by genes

1959 that are not shared with the reference genome. 2013, 25, 4777-88 88

miR-9a minimizes the phenotypic impact of genomic diversity by buffering a transcription factor.
2013, 155, 1556-67

1957 RNA-methylation-dependent RNA processing controls the speed of the circadian clock. 2013, 155, 793-806 607

Identification of a pan-cancer oncogenic microRNA superfamily anchored by a central core seed
motif. 2013, 4, 2730

Genome-wide mapping of transcriptional start sites defines an extensive leaderless transcriptome

1955 in Mycobacterium tuberculosis. 2013, 5, 1121-31 206

Expression of polycomb targets predicts breast cancer prognosis. 2013, 33, 3951-61

L7



CITATION REPORT

1953 Genomically recoded organisms expand biological functions. 2013, 342, 357-60 553

Genome-wide map of nuclear protein degradation shows NCoR1 turnover as a key to mitochondrial
gene regulation. 2013, 155, 1380-95

1001 Interactome maps of mouse gene regulatory domains reveal basic principles of transcriptional
951 regulation. 2013, 155, 1507-20 255

Understanding the limitations of next generation sequencing informatics, an approach to clinical
pipeline validation using artificial data sets. 2013, 206, 441-8

L ChroMoS: an integrated web tool for SNP classification, prioritization and functional interpretation.
949 Bioinformatics, 2013, 29, 2197-8

Transcriptome-wide identification of RNA binding sites by CLIP-seq. 2013, 63, 32-40

Rbfox proteins regulate alternative mRNA splicing through evolutionarily conserved RNA bridges.

1947 2013, 20, 1434-42 286

NGS++: a library For rapid prototyping of epigenomics software tools. Bioinformatics, 2013, 29, 1893-4 7.2

1945 Deep sequencing reveals increased DNA methylation in chronic rat epilepsy. 2013, 126, 741-56 134

Comparison of RNA- or LNA-hybrid oligonucleotides in template-switching reactions for high-speed
sequencing library preparation. 2013, 14, 665

The non-coding snRNA 7SK controls transcriptional termination, poising, and bidirectionality in
1943 embryonic stem cells. 2013, 14, R98 33

A SNP profiling panel for sample tracking in whole-exome sequencing studies. 2013, 5, 89

1941 BAIT: Organizing genomes and mapping rearrangements in single cells. 2013, 5, 82 26

RNA-Seq effectively monitors gene expression in Eutrema salsugineum plants growing in an
extreme natural habitat and in controlled growth cabinet conditions. 2013, 14, 578

1939 Mutation in MEOX1 gene causes a recessive Klippel-Feil syndrome subtype. 2013, 14, 95 35

gff2sequence, a new user friendly tool for the generation of genomic sequences. 2013, 6, 15

L Extensively duplicated and transcriptionally active recent lateral gene transfer from a bacterial L
937 Wolbachia endosymbiont to its host filarial nematode Brugia malayi. 2013, 14, 639 3

Comparative analysis of non-coding RNAs in the antibiotic-producing Streptomyces bacteria. 2013,

14, 558

18



(2013-2013)

1935 DNA methylation and differentiation: HOX genes in muscle cells. 2013, 6, 25 38

Divergent transcription is associated with promoters of transcriptional regulators. 2013, 14,914

Efficiency of whole genome amplification of single circulating tumor cells enriched by CellSearch 5
1933 and sorted by FACS. 2013, 5, 106 7

Analysis of porcine adipose tissue transcriptome reveals differences in de novo fatty acid synthesis
in pigs with divergent muscle fatty acid composition. 2013, 14, 843

The role of Dichaete in transcriptional regulation during Drosophila embryonic development. 2013,
1931 14, 861 25

Polysome profiling reveals translational control of gene expression in the human malaria parasite
Plasmodium falciparum. 2013, 14, R128

iSVP: an integrated structural variant calling pipeline from high-throughput sequencing data. 2013,
1929 7 suppl 6, S8 23

Exploration of the gene fusion landscape of glioblastoma using transcriptome sequencing and copy
number data. 2013, 14, 818

Efficient generation of recombinant RNA viruses using targeted recombination-mediated
1927 mutagenesis of bacterial artificial chromosomes containing full-length cDNA. 2013, 14, 819

Expression analysis and in silico characterization of intronic long noncoding RNAs in renal cell
carcinoma: emerging functional associations. 2013, 12, 140

Efficient cellular fractionation improves RNA sequencing analysis of mature and nascent transcripts
1925 from human tissues. 2013, 13,99 33

Hi-Plex for high-throughput mutation screening: application to the breast cancer susceptibility
gene PALB2. 2013, 6, 48

Identical sets of methylated and nonmethylated genes in Ciona intestinalis sperm and muscle cells. 5
1923 2013, 6, 38 4

PROmiRNA: a new miRNA promoter recognition method uncovers the complex regulation of
intronic miRNAs. 2013, 14, R84

1921 Promiscuous RNA binding by Polycomb repressive complex 2. 2013, 20, 1250-7 332

Human Analysts at Superhuman Scales: What Has Friendly Software To Do?. 2013, 1, 227-36

RRBS-analyser: a comprehensive web server for reduced representation bisulfite sequencing data

1919 analysis. 2013, 34, 1606-10 26

Identification of microRNA targets in tomato fruit development using high-throughput sequencing

and degradome analysis. 2013, 64, 1863-78

19



CITATION REPORT

1917 2D meets 4G: G-quadruplexes in RNA secondary structure prediction. 2013, 10, 832-44 31

GenomeTools: a comprehensive software library for efficient processing of structured genome
annotations. 2013, 10, 645-56

1915 2000 years of parallel societies in Stone Age Central Europe. 2013, 342, 479-81 133

Novel effects of chromosome Y on cardiac regulation, chromatin remodeling, and neonatal
programming in male mice. 2013, 154, 4746-56

1913 Genomic region operation kit for flexible processing of deep sequencing data. 2013, 10, 200-6 12

FGFR1 mutations cause Hartsfield syndrome, the unique association of holoprosencephaly and
ectrodactyly. 2013, 50, 585-92

Genome-wide analysis of the rat colon reveals proximal-distal differences in histone modifications

1911 and proto-oncogene expression. 2013, 45, 1229-43 19

An Approach for Assessing RNA-seq Quantification Algorithms in Replication Studies. 2013, 2013, 15-18

Mitochondrial citrate synthase crystals: novel finding in Sengers syndrome caused by acylglycerol

1999 kinase (AGK) mutations. 2013, 108, 40-50 28

TRIM28 repression of retrotransposon-based enhancers is necessary to preserve transcriptional
dynamics in embryonic stem cells. 2013, 23, 452-61

100 Genome-wide mapping of human DNA-replication origins: levels of transcription at ORC1 sites
907 regulate origin selection and replication timing. 2013, 23, 1-11

Widespread horizontal transfer of retrotransposons. 2013, 110, 1012-6

1905 CHH islands: de novo DNA methylation in near-gene chromatin regulation in maize. 2013, 23, 628-37 211

RNA-guided human genome engineering via Cas9. 2013, 339, 823-6

Patient-specific induced-pluripotent stem cells-derived cardiomyocytes recapitulate the
1903 pathogenic phenotypes of dilated cardiomyopathy due to a novel DES mutation identified by whole 87
exome sequencing. 2013, 22, 1395-403

Binary Interval Search: a scalable algorithm for counting interval intersections. Bioinformatics, 2013,
29, 1-7

1901 Control of somatic tissue differentiation by the long non-coding RNA TINCR. 2013, 493, 231-5 665

Challenges and strategies in transcriptome assembly and differential gene expression

quantification. A comprehensive in silico assessment of RNA-seq experiments. 2013, 22, 620-34

20



(2013-2013)

Regulation of transcription through acetylation of H3K122 on the lateral surface of the histone

1899 octamer. 2013, 152, 859-72 163

Multiplexed chromosome conformation capture sequencing for rapid genome-scale high-resolution
detection of long-range chromatin interactions. 2013, 8, 509-24

3 High-fidelity promoter profiling reveals widespread alternative promoter usage and L
1097 transposon-driven developmental gene expression. 2013, 23, 169-80 33

Transcriptome-wide identification of A > | RNA editing sites by inosine specific cleavage. 2013, 19, 257-70

1895 Dicer-processed small RNAs: rules and exceptions. 2013, 320, 35-46 49

High-resolution enzymatic mapping of genomic 5-hydroxymethylcytosine in mouse embryonic stem
cells. 2013, 3, 567-76

RYBP and Cbx7 define specific biological functions of polycomb complexes in mouse embryonic

1893 tem cells. 2013, 3, 60-9 148

Regional differences in gene expression and promoter usage in aged human brains. 2013, 34, 1825-36

1801 A scalable and flexible approach for investigating the genomic landscapes of phylogenetic
9 incongruence. 2013, 66, 1067-74 3

Mutations in ZMYND10, a gene essential for proper axonemal assembly of inner and outer dynein

arms in humans and flies, cause primary ciliary dyskinesia. 2013, 93, 346-56

Congruency in the prediction of pathogenic missense mutations: state-of-the-art web-based tools.

1889 5013, 14, 448-59

MeRIP-PF: an easy-to-use pipeline for high-resolution peak-finding in MeRIP-Seq data. 2013, 11, 72-5

1887 Atiered hidden Markov model characterizes multi-scale chromatin states. 2013, 102, 1-7 7

Identifying transcriptional miRNA biomarkers by integrating high-throughput sequencing and
real-time PCR data. 2013, 59, 154-63

Pitx1 broadly associates with limb enhancers and is enriched on hindlimb cis-regulatory elements.

1885 5013, 374, 234-44 43

Next generation diagnostics in inherited arrhythmia syndromes : a comparison of two approaches.
2013, 6, 94-103

1883 Endogenous retroviruses function as species-specific enhancer elements in the placenta. 2013, 45, 325-9 251

De novo transcriptome characterization of Vitis vinifera cv. Corvina unveils varietal diversity. 2013,

14, 41

21



CITATION REPORT

Deficiency of terminal ADP-ribose protein glycohydrolase TARG1/C60rf130 in neurodegenerative

1881 jisease. 2013, 32, 1225-37

215

Braveheart, a long noncoding RNA required for cardiovascular lineage commitment. 2013, 152, 570-83

18 Loss-of-function mutations in the IL-21 receptor gene cause a primary immunodeficiency syndrome. 156
79 2013, 210, 433-43 5

Genome-wide localization of exosome components to active promoters and chromatin insulators in

Drosophila. 2013, 41, 2963-80

1877 Circular RNAs are abundant, conserved, and associated with ALU repeats. 2013, 19, 141-57 2513

Breakpoint profiling of 64 cancer genomes reveals numerous complex rearrangements spawned by
homology-independent mechanisms. 2013, 23, 762-76

.8 Peregrine: A rapid and unbiased method to produce strand-specific RNA-Seq libraries from small L
75 quantities of starting material. 2013, 10, 502-15 3

Targeted metabolic engineering guided by computational analysis of single-nucleotide
polymorphisms (SNPs). 2013, 985, 409-28

1873 The tracrRNA and Cas9 families of type Il CRISPR-Cas immunity systems. 2013, 10, 726-37 233

Satb1 regulates the self-renewal of hematopoietic stem cells by promoting quiescence and
repressing differentiation commitment. 2013, 14, 437-45

1871 Massively-parallel sequencing of genes on a single chromosome: a comparison of solution hybrid 6
7T selection and flow sorting. 2013, 14, 253

Mapping the human miRNA interactome by CLASH reveals frequent noncanonical binding. 2013,

153, 654-65

1869 Type 1 and type 2 strains of Mycoplasma pneumoniae form different biofilms. 2013, 159, 737-747 49

Genome-wide analysis reveals SR protein cooperation and competition in regulated splicing. 2013,
50, 223-35

DAF-16 employs the chromatin remodeller SWI/SNF to promote stress resistance and longevity.

1867 2013, 15, 491-501 145

Comparative study of transcriptome profiles of mechanical- and skin-transformed Schistosoma
mansoni schistosomula. 2013, 7, e2091

Genome-wide transcriptional responses of two metal-tolerant symbiotic Mesorhizobium isolates to

1865 zinc and cadmium exposure. 2013, 14, 292 40

The draft genomes of soft-shell turtle and green sea turtle yield insights into the development and

evolution of the turtle-specific body plan. 2013, 45, 701-706

22



(2013-2013)

Principles of transcriptome analysis and gene expression quantification: an RNA-seq tutorial. 2013,

1863 13 559.72

123

The vast, conserved mammalian lincRNome. 2013, 9, e1002917

Mapping the RNA-Seq trash bin: unusual transcripts in prokaryotic transcriptome sequencing data.

1861 5013 10, 1204-10

11

The new sequencer on the block: comparison of Life Technology’s Proton sequencer to an Illumina
HiSeq for whole-exome sequencing. 2013, 132, 1153-63

SR proteins collaborate with 7SK and promoter-associated nascent RNA to release paused

1859 polymerase. 2013, 153, 855-68 222

BAF complexes facilitate decatenation of DNA by topoisomerase 1182013, 497, 624-7

1857 Genome-wide quantitative enhancer activity maps identified by STARR-seq. 2013, 339, 1074-7 603

Detailed molecular characterisation of acute myeloid leukaemia with a normal karyotype using
targeted DNA capture. 2013, 27, 1820-5

1855 The evolution of lineage-specific regulatory activities in the human embryonic limb. 2013, 154, 185-96 149

Chromatin modifications as determinants of muscle stem cell quiescence and chronological aging.
2013, 4, 189-204

1853 Small RNAs derived from structural non-coding RNAs. 2013, 63, 76-84 28

Transcriptome profiling analysis of Vibrio vulnificus during human infection. 2013, 159, 1878-1887

1851 Systems Metabolic Engineering. 2013, 2

Reprogramming the maternal zebrafish genome after fertilization to match the paternal
methylation pattern. 2013, 153, 759-72

3 Transcriptome-wide mapping of N(6)-methyladenosine by m(6)A-seq based on immunocapturing 3
1°49  and massively parallel sequencing. 2013, 8, 176-89 35

HIF1A employs CDK8-mediator to stimulate RNAPII elongation in response to hypoxia. 2013, 153, 1327-39

1847 De novo mutations in the genome organizer CTCF cause intellectual disability. 2013, 93, 124-31 89

Uniparental disomy analysis in trios using genome-wide SNP array and whole-genome sequencing

data imply segmental uniparental isodisomy in general populations. 2013, 512, 267-74

=



CITATION REPORT

1845 Peak Finder Metaserver - a novel application for finding peaks in ChIP-seq data. 2013, 14, 280 10

Resequencing and comparative genomics of Stagonospora nodorum: sectional gene absence and
effector discovery. 2013, 3, 959-69

Comprehensive evaluation of differential gene expression analysis methods for RNA-seq data.

1843 2013, 14, R95 e

The genome sequence of Leishmania (Leishmania) amazonensis: functional annotation and
extended analysis of gene models. 2013, 20, 567-81

1841 A solid quality-control analysis of AB SOLID short-read sequencing data. 2013, 14, 684-95 7

Simultaneous profiling of 194 distinct receptor transcripts in human cells. 2013, 6, rs13

Next generation sequencing for molecular diagnosis of neurological disorders using ataxias as a

1839 model. 2013, 136, 3106-18 128

Genes that escape X-inactivation in humans have high intraspecific variability in expression, are
associated with mental impairment but are not slow evolving. 2013, 30, 2588-601

Within-host evolution of Burkholderia pseudomallei over a twelve-year chronic carriage infection.

1837 2013, 4, 8o

5’-YRNA fragments derived by processing of transcripts from specific YRNA genes and
pseudogenes are abundant in human serum and plasma. 2013, 45, 990-8

3 Two populations of glucocorticoid receptor-binding sites in the male rat hippocampal genome.
1935 2013, 154, 1832-44 74

Splicing kinetics and transcript release from the chromatin compartment limit the rate of Lipid
A-induced gene expression. 2013, 19, 811-27

1833 The genomic landscape of cohesin-associated chromatin interactions. 2013, 23, 1224-34 85

Are-sequencing based assessment of genomic heterogeneity and fast neutron-induced deletions
in a common bean cultivar. 2013, 4, 210

1831 An Island-Based Approach for Differential Expression Analysis. 2013, 2013, 419-429 o)

Missense mutation in the ATPase, aminophospholipid transporter protein ATP8A?2 is associated
with cerebellar atrophy and quadrupedal locomotion. 2013, 21, 281-5

1829 Detecting Alu insertions from high-throughput sequencing data. 2013, 41, e169 16

Homology-mediated end-capping as a primary step of sister chromatid fusion in the

breakage-fusion-bridge cycles. 2013, 41, 9732-40

24



(2013-2013)

DUX4 binding to retroelements creates promoters that are active in FSHD muscle and testis. 2013,

1827 9 61003947

102

Practical guidelines for the comprehensive analysis of ChIP-seq data. 2013, 9, e1003326

MYRF is a membrane-associated transcription factor that autoproteolytically cleaves to directly

1825 activate myelin genes. 2013, 11, 1001625 143

Unlocking the bottleneck in forward genetics using whole-genome sequencing and identity by
descent to isolate causative mutations. 2013, 9, e1003219

1823 The Genomic HyperBrowser: an analysis web server for genome-scale data. 2013, 41, W133-41 25

Hypermethylation reduces expression of tumor-suppressor PLZF and regulates proliferation and
apoptosis in non-small-cell lung cancers. 2013, 27, 4194-203

Double minute chromosomes in glioblastoma multiforme are revealed by precise reconstruction of

1821 oncogenic amplicons. 2013, 73, 6036-45

67

Human disease-associated genetic variation impacts large intergenic non-coding RNA expression.
2013, 9, €1003201

1819 Genome-wide control of RNA polymerase Il activity by cohesin. 2013, 9, e1003382 83

The histone demethylase Jarid1b ensures faithful mouse development by protecting
developmental genes from aberrant H3K4me3. 2013, 9, e1003461

1817 GEMINI: integrative exploration of genetic variation and genome annotations. 2013, 9, e1003153 271

Transposable elements are major contributors to the origin, diversification, and regulation of
vertebrate long noncoding RNAs. 2013, 9, e1003470

The role of the Arabidopsis Exosome in siRNA-independent silencing of heterochromatic loci. 2013,

1815 9 01003411 =

Extensive chromosomal reshuffling drives evolution of virulence in an asexual pathogen. 2013, 23, 1271-82

1813 Genetic landscape of open chromatin in yeast. 2013, 9, 1003229 18

DeepSAGE reveals genetic variants associated with alternative polyadenylation and expression of
coding and non-coding transcripts. 2013, 9, e1003594

Genome-wide mouse mutagenesis reveals CD45-mediated T cell function as critical in protective

1811 munity to HSV-1. 2013, 9, e1003637 557

DPY30 regulates pathways in cellular senescence through ID protein expression. 2013, 32, 2217-30

25



CITATION REPORT

HAL: a hierarchical format for storing and analyzing multiple genome alignments. Bioinformatics,

1809 2013, 29, 1341-2 72 78

Genomics of an emerging clone of Salmonella serovar Typhimurium ST313 from Nigeria and the
Democratic Republic of Congo. 2013, 7, 696-706

1807 Software for computing and annotating genomic ranges. 2013, 9, 1003118 1845

Cohesin and polycomb proteins functionally interact to control transcription at silenced and active
genes. 2013, 9, e1003560

1805 MBD3 localizes at promoters, gene bodies and enhancers of active genes. 2013, 9, e1004028 79

MIG: Multi-lImage Genome viewer. Bioinformatics, 2013, 29, 2477-8

1803 Discovery of a splicing regulator required for cell cycle progression. 2013, 9, 1003305 31

Breakage-fusion-bridge cycles and large insertions contribute to the rapid evolution of accessory
chromosomes in a fungal pathogen. 2013, 9, e1003567

The majority of primate-specific regulatory sequences are derived from transposable elements.

1801 5413, 9. €1003504 204

Expanding the MTM1 mutational spectrum: novel variants including the first multi-exonic
duplication and development of a locus-specific database. 2013, 21, 540-9

GC skew at the 5’ and 3’ ends of human genes links R-loop formation to epigenetic regulation and

1799 transcription termination. 2013, 23, 1590-600 219

DNA methylation analysis of murine hematopoietic side population cells during aging. 2013, 8, 1114-22

1797 Integrated virus-host methylome analysis in head and neck squamous cell carcinoma. 2013, 8, 953-61 28

Widespread purifying selection on RNA structure in mammals. 2013, 41, 8220-36

The yeast Snt2 protein coordinates the transcriptional response to hydrogen peroxide-mediated

1795 oxidative stress. 201 3, 33,3735-48 26

Coordinated regulation of synthesis and stability of RNA during the acute TNF-induced
proinflammatory response. 2013, 110, 2240-5

1793 Early de novo DNA methylation and prolonged demethylation in the muscle lineage. 2013, 8, 317-32 63

Nencki Genomics Database--Ensembl funcgen enhanced with intersections, user data and

genome-wide TFBS motifs. 2013, 2013, bat069

26



(2013-2013)

101 Suppression of Arabidopsis protophloem differentiation and root meristem growth by CLE45 L
79 requires the receptor-like kinase BAM3. 2013, 110, 7074-9 34

Loss of heterozygosity preferentially occurs in early replicating regions in cancer genomes. 2013,
41,7615-24

3 Insights into the evolution of cotton diploids and polyploids from whole-genome re-sequencing.
1799 2013, 3,1809-18 >4

Mutation rates, spectra, and genome-wide distribution of spontaneous mutations in mismatch
repair deficient yeast. 2013, 3, 1453-65

1787 Epigenetic and genetic influences on DNA methylation variation in maize populations. 2013, 25, 2783-97 174

NGSUtils: a software suite for analyzing and manipulating next-generation sequencing datasets.
Bioinformatics, 2013, 29, 494-6

Mosaic genome structure of the barley powdery mildew pathogen and conservation of

1785 transcriptional programs in divergent hosts. 2013, 110, E2219-28 112

High-throughput sequencing reveals principles of adeno-associated virus serotype 2 integration.
2013, 87, 8559-68

1783 Enhancer transcripts mark active estrogen receptor binding sites. 2013, 23, 1210-23 339

Mapping of genotype-phenotype diversity among clinical isolates of mycobacterium tuberculosis
by sequence-based transcriptional profiling. 2013, 5, 1849-62

3 Abundance and distribution of transposable elements in two Drosophila QTL mapping resources. 3
1791 2013, 30, 2311-27 4
Mechanisms of in vivo binding site selection of the hematopoietic master transcription factor PU.1.

2013, 41, 6391-402

The relationship between long-range chromatin occupancy and polymerization of the Drosophila

1779 Ets family transcriptional repressor Yan. 2013, 193, 633-49 22

Expanding the marine virosphere using metagenomics. 2013, 9, e1003987

1777 The mutational landscape of chromatin regulatory factors across 4,623 tumor samples. 2013, 14, r106 78

Genome sequencing reveals fine scale diversification and reticulation history during speciation in
Sus. 2013, 14, R107

Mutation in vascular endothelial growth factor-C, a ligand For vascular endothelial growth factor

1775 receptor-3, is associated with autosomal dominant milroy-like primary lymphedema. 2013, 112, 956-60 120

Transcriptome-wide expansion of non-coding regulatory switches: evidence from co-occurrence of

Alu exonization, antisense and editing. 2013, 41, 2121-37

27



CITATION REPORT

Deciphering the transcriptional regulation of microRNA genes in humans with ACTLocater. 2013,
773 41,e5 o

Resolving the polymorphism-in-probe problem is critical for correct interpretation of expression
QTL studies. 2013, 41, e88

RIPSeeker: a statistical package for identifying protein-associated transcripts from RIP-seq L
771 experiments. 2013, 41, e94 3

Collaborative regulation of development but independent control of metabolism by two
epidermis-specific transcription factors in Caenorhabditis elegans. 2013, 288, 33411-26

1769 Patterns of methylation heritability in a genome-wide analysis of four brain regions. 2013, 41, 2095-104 41

High-throughput identification of long-range regulatory elements and their target promoters in
the human genome. 2013, 41, 4835-46

RNA-binding protein QKI regulates Glial fibrillary acidic protein expression in human astrocytes.

1767 2013, 22, 1373-82 L

RNA-seq of Arabidopsis pollen uncovers novel transcription and alternative splicing. 2013, 162, 1092-109

Induced ectopic expression of HigB toxin in Mycobacterium tuberculosis results in growth

1765 inhibition, reduced abundance of a subset of mMRNAs and cleavage of tmRNA. 2013, 90, 195-207 38

A meta-analysis of the genomic and transcriptomic composition of complex life. 2013, 12, 2061-72

The microRNA miR-7 regulates Tramtrack69 in a developmental switch in Drosophila follicle cells.

1763 2013, 140, 897-905 =

Minotaur is critical for primary piRNA biogenesis. 2013, 19, 1064-77

RNA interference knockdown of DNA methyl-transferase 3 affects gene alternative splicing in the

honey bee. 2013, 110, 12750-5 178

1761

A hidden Markov model to identify combinatorial epigenetic regulation patterns for estrogen
receptor #arget genes. Bioinformatics, 2013, 29, 22-8

An RNA recognition motif-containing protein is required for plastid RNA editing in Arabidopsis and

1759 maize. 2013, 110, E1169-78 103

Mechanisms and dynamics of orphan gene emergence in insect genomes. 2013, 5, 439-55

Profiling of T helper cell-derived small RNAs reveals unique antisense transcripts and differential
1757 association of miRNAs with argonaute proteins 1 and 2. 2013, 41, 1164-77 9

A rare WNT1 missense variant overrepresented in ASD leads to increased Wnt signal pathway

activation. 2013, 3, e301

28



(2013-2013)

1755 Genomics of Loa loa, a Wolbachia-free filarial parasite of humans. 2013, 45, 495-500 142

Next generation exome sequencing of paediatric inflammatory bowel disease patients identifies
rare and novel variants in candidate genes. 2013, 62, 977-84

1753 The comprehensive epigenome map of piRNA clusters. 2013, 41, 1581-90 26

Distinct global shifts in genomic binding profiles of limb malformation-associated HOXD13
mutations. 2013, 23, 2091-102

1eq Sequence context of indel mutations and their effect on protein evolution in a bacterial L
75 endosymbiont. 2013, 5, 599-605 3

Noncoder: a web interface for exon array-based detection of long non-coding RNAs. 2013, 41, e20

L Population genomics and transcriptional consequences of regulatory motif variation in globally
749 diverse Saccharomyces cerevisiae strains. 2013, 30, 1605-13 9

Massively parallel sequencing, aCGH, and RNA-Seq technologies provide a comprehensive
molecular diagnosis of Fanconi anemia. 2013, 121, e138-48

AHT-ChIP-seq: a completely automated robotic protocol for high-throughput chromatin
1747 immunoprecipitation. 2013, 14, R124 24

Development of an Illumina-based ChIP-exonuclease method provides insight into FoxA1-DNA
binding properties. 2013, 14, R147

1745 Genome-wide analysis of condensin binding in Caenorhabditis elegans. 2013, 14, R112 58

Combined methylation mapping of 5mC and 5hmC during early embryonic stages in bovine. 2013,
14, 406

1743 Probing functional polymorphisms in the dengue vector, Aedes aegypti. 2013, 14, 739 9

Expression-based segmentation of the Drosophila genome. 2013, 14, 812

1741 Global regulation of alternative splicing by adenosine deaminase acting on RNA (ADAR). 2013, 19, 591-604 76

Coordinate regulation of DNA methylation and H3K27me3 in mouse embryonic stem cells. 2013, 8, e53880

High-throughput sequencing of microRNAs in peripheral blood mononuclear cells: identification of
1739 potential weight loss biomarkers. 2013, 8, e54319 59

Predicting cell types and genetic variations contributing to disease by combining GWAS and

epigenetic data. 2013, 8, e54359

29



CITATION REPORT

Transcriptome analysis of artificial hybrid pufferfish Jiyan-1 and its parental species: implications
1737 for pufferfish heterosis. 2013, 8, €58453 9

A next-generation sequencing method for genotyping-by-sequencing of highly heterozygous
autotetraploid potato. 2013, 8, e62355

Detecting loci under recent positive selection in dairy and beef cattle by combining different 6
1735 genome-wide scan methods. 2013, 8, e64280 )

RNA-interference components are dispensable for transcriptional silencing of the drosophila
bithorax-complex. 2013, 8, e65740

1733 Deep Sequencing the MicroRNA Transcriptome in Colorectal Cancer. 2013, 8, e66165 118

Towards clinical molecular diagnosis of inherited cardiac conditions: a comparison of bench-top
genome DNA sequencers. 2013, 8, e67744

121 RNA-Seg-based analysis of the physiologic cold shock-induced changes in Moraxella catarrhalis L
73 gene expression. 2013, 8, e68298 3

Advantages of Single-Molecule Real-Time Sequencing in High-GC Content Genomes. 2013, 8, e68824

L Genomic treasure troves: complete genome sequencing of herbarium and insect museum L
729 specimens. 2013, 8, e69189 35

Accurate and rapid identification of the Burkholderia pseudomallei near-neighbour, Burkholderia
ubonensis, using real-time PCR. 2013, 8, e71647

1 Whole transcriptome sequencing enables discovery and analysis of viruses in archived primary
727 central nervous system lymphomas. 2013, 8, e73956 9

Signatures of rapid evolution in urban and rural transcriptomes of white-footed mice (Peromyscus
leucopus) in the New York metropolitan area. 2013, 8, €74938

L Equine multiple congenital ocular anomalies and silver coat colour result from the pleiotropic
725 effects of mutant PMEL. 2013, 8, e75639 35

Transcriptional reprogramming of CD11b+Esam(hi) dendritic cell identity and function by loss of
Runx3. 2013, 8, e77490

The transcriptional landscape of Campylobacter jejuni under iron replete and iron limited growth
1723 conditions. 2013, 8, e79475 33

Comprehensive analysis of long non-coding RNAs in ovarian cancer reveals global patterns and
targeted DNA amplification. 2013, 8, e80306

1721 The network architecture of the Saccharomyces cerevisiae genome. 2013, 8, 81972 9

Genomic DNA enrichment using sequence capture microarrays: a novel approach to discover

sequence nucleotide polymorphisms (SNP) in Brassica napus L. 2013, 8, €81992

30



(2014-2013)

11 Whole exome sequencing identifies novel recurrently mutated genes in patients with splenic 6
719 marginal zone lymphoma. 2013, 8, e83244 5

Coverage bias and sensitivity of variant calling for fFour whole-genome sequencing technologies.
2013, 8, 66621

1717 Late replication domains are evolutionary conserved in the Drosophila genome. 2013, 8, 83319 6

The genome sequence of the colonial chordate, Botryllus schlosseri. 2013, 2, e00569

1715 Next-generation sequencing of disseminated tumor cells. 2013, 3, 320 29

Multi-Sided Compression Performance Assessment of ABI SOLiD WES Data. 2013, 6, 309-318

11 Epigenetic conservation at gene regulatory elements revealed by non-methylated DNA profiling in 148
713 seven vertebrates. 2013, 2, e00348 4

Minor introns are embedded molecular switches regulated by highly unstable U6atac snRNA. 2013,

2,e00780

111 Sequence Generation and Genotyping of 15 Autosomal STR Markers Using Next Generation
7 Sequencing. 2014, 38, 48

BRAF inhibitor-associated ERK activation drives development of chronic lymphocytic leukemia.

2014, 124, 5074-84

1709 Exome sequencing from nanogram amounts of starting DNA: comparing three approaches. 2014, 9, e101154 16

Whole genome and global gene expression analyses of the model mushroom Flammulina velutipes
reveal a high capacity for lignocellulose degradation. 2014, 9, e93560

0 De novo transcriptome assembly from fat body and flight muscles transcripts to identify o
797 morph-specific gene expression profiles in Gryllus firmus. 2014, 9, e82129 3

Eight new genomes and synthetic controls increase the accessibility of rapid melt-MAMA SNP
typing of Coxiella burnetii. 2014, 9, e85417

L RNA polymerase Ill transcriptomes in human embryonic stem cells and induced pluripotent stem
795 cells, and relationships with pluripotency transcription factors. 2014, 9, e85648 27

Binding sites analyser (BiSA): software for genomic binding sites archiving and overlap analysis.
2014, 9, e87301

Integrated analysis of DNA methylation and RNA transcriptome during in vitro differentiation of

1793 human pluripotent stem cells into retinal pigment epithelial cells. 2014, 9, €e91416 18

Bovine exome sequence analysis and targeted SNP genotyping of recessive fertility defects BH1,

HH2, and HH3 reveal a putative causative mutation in SMC2 for HH3. 2014, 9, €92769

31



CITATION REPORT

Gene and protein expression in response to different growth temperatures and oxygen availability

in Burkholderia thailandensis. 2014, 9, e93009 16

1701

OTX2 duplication is implicated in hemifacial microsomia. 2014, 9, €96788

6 Sequencing degraded DNA from non-destructively sampled museum specimens for RAD-tagging
1999 and low-coverage shotgun phylogenetics. 2014, 9, €96793 92

Characterization of nontypable Haemophilus influenzae isolates recovered from adult patients
with underlying chronic lung disease reveals genotypic and phenotypic traits associated with
persistent infection. 2014, 9, e97020

6 Rif1 regulates initiation timing of late replication origins throughout the S. cerevisiae genome. 3
1597 2014, 9, 98501 ]

Characterization of genome-methylome interactions in 22 nuclear pedigrees. 2014, 9, €99313

1695 Non-circadian expression masking clock-driven weak transcription rhythms in U20S cells. 2014, 9, e102238 15

Tandem RNA chimeras contribute to transcriptome diversity in human population and are
associated with intronic genetic variants. 2014, 9, e104567

1693 Genomic distribution of H3K9me2 and DNA methylation in a maize genome. 2014, 9, €105267 108

RNA-Seq analysis reveals a six-gene SoxR regulon in Streptomyces coelicolor. 2014, 9, e106181

Transcriptomics reveal several gene expression patterns in the piezophile Desulfovibrio

1691 hydrothermalis in response to hydrostatic pressure. 2014, 9, e106831 40

Dynamic epigenetic control of highly conserved noncoding elements. 2014, 9, e109326

Distinct strains of Toxoplasma gondii feature divergent transcriptomes regardless of

1689 developmental stage. 2014, 9, e111297 24

HIV-1 infection causes a down-regulation of genes involved in ribosome biogenesis. 2014, 9, e113908

Allele Workbench: transcriptome pipeline and interactive graphics for allele-specific expression.

1687 2014, 9, e115740

Impact of Amorphous SiO2 Nanoparticles on a Living Organism: Morphological, Behavioral, and
Molecular Biology Implications. 2014, 2, 37

Genome-wide mapping in a house mouse hybrid zone reveals hybrid sterility loci and

1685 Dobzhansky-Muller interactions. 2014, 3,

Brain-expressed 3'UTR extensions strengthen miRNA cross-talk between ion channel/transporter

encoding mRNAs. 2014, 5, 41

32



(2014-2014)

Polycomb- and REST-associated histone deacetylases are independent pathways toward a mature

1683 neuronal phenotype. 2014, 3, e04235 30

Transcriptional Profiles of Mart-1(27-35) Epitope Specific TCReng Human CD8+ and CD4+ T Cells
upon Epitope Encounter as Elucidated by RNASeq. 2014, 01,

1681 MYC regulates the non-coding transcriptome. 2014, 5, 12543-54 62

Next Generation Sequencing in the National Health Service England: A Pipeline that Completely
Agrees with Sanger. 2014, 06,

6 Comparative analysis of pleurodiran and cryptodiran turtle embryos depicts the molecular ground
79 pattern of the turtle carapacial ridge. 2014, 58, 743-50

CpG island-mediated global gene regulatory modes in mouse embryonic stem cells. 2014, 5, 5490

1677 Genome Sequence of Fusarium graminearum Isolate CS3005. 2014, 2, 28

Transcriptomics in Health and Disease. 2014,

1675 A comprehensive DNA methylation profile of epithelial-to-mesenchymal transition. 2014, 74, 5608-19 54

bwtool: a tool For bigWig files. Bioinformatics, 2014, 30, 1618-9

1673 Application of whole exome sequencing in undiagnosed inherited polyneuropathies. 2014, 85, 1265-72 38

Annotation of long non-coding RNAs expressed in collaborative cross founder mice in response to
respiratory virus infection reveals a new class of interferon-stimulated transcripts. 2014, 11, 875-90

New gene models and alternative splicing in the maize pathogen Colletotrichum graminicola

1671 revealed by RNA-Seq analysis. 2014, 15, 842 24

The diversity of small non-coding RNAs in the diatom Phaeodactylum tricornutum. 2014, 15, 698

A simple metric of promoter architecture robustly predicts expression breadth of human genes

1669 suggesting that most transcription factors are positive regulators. 2014, 15, 413 17

The parasite TrichomonaslVaginalis expresses thousands of pseudogenes and long non-coding
RNAs independently from functional neighbouring genes. 2014, 15, 906

Transposable elements modulate human RNA abundance and splicing via specific RNA-protein

1667 interactions. 2014, 15, 537 &

Parascaris univalens--a victim of large-scale misidentification?. 2014, 113, 4485-90

33



CITATION REPORT

1665 Genome sequencing and analysis of Mangalica, a fatty local pig of Hungary. 2014, 15, 761 30

Fragmentation of tRNA in Phytophthora infestans asexual life cycle stages and during host plant
infection. 2014, 14, 308

1663 Host and viral determinants for MxB restriction of HIV-1 infection. 2014, 11, 90 65

Whole genome sequencing of SIV-infected macaques identifies candidate loci that may contribute
to host control of virus replication. 2014, 15, 478

1661 OncoCis: annotation of cis-regulatory mutations in cancer. 2014, 15, 485 19

Olive fly transcriptomics analysis implicates energy metabolism genes in spinosad resistance. 2014,
15,714

Definition of the cattle killer cell Ig-like receptor gene family: comparison with aurochs and human

1659 counterparts. 2014, 193, 6016-30 20

The genome of the chicken DT40 bursal lymphoma cell line. 2014, 4, 2231-40

1657 Chromatin accessibility: a window into the genome. 2014, 7, 33 221

Determining the quality and complexity of next-generation sequencing data without a reference
genome. 2014, 15, 555

Compromised RNA polymerase Ill complex assembly leads to local alterations of intergenic RNA

1655 polymerase Il transcription in Saccharomyces cerevisiae. 2014, 12, 89 10

Rapid pulsed whole genome sequencing for comprehensive acute diagnostics of inborn errors of
metabolism. 2014, 15, 1090

16 Clonal expansion capacity defines two consecutive developmental stages of long-term 6
53 hematopoietic stem cells. 2014, 211, 209-15 3

Extensive copy number variations in admixed Indian population of African ancestry: potential
involvement in adaptation. 2014, 6, 3171-81

6 FTO-dependent demethylation of N6-methyladenosine regulates mRNA splicing and is required for
1651 adipogenesis. 2014, 24, 1403-19

Transcriptome profiling of human hippocampus dentate gyrus granule cells in mental illness. 2014,
4,e366

Genome-wide distribution of Auts2 binding localizes with active neurodevelopmental genes. 2014,
1649 4 0431 35

Haploinsufficiency of SF3b1 leads to compromised stem cell function but not to myelodysplasia.

2014, 28, 1844-50

34



(2014-2014)

16 Towards a molecular characterization of autism spectrum disorders: an exome sequencing and
47 systems approach. 2014, 4, e394 42

BM-SNP: A Bayesian Model for SNP Calling Using High Throughput Sequencing Data. 2014, 11, 1038-44

1645 Stem Cell Transcriptional Networks. 2014, 3

Key regulators control distinct transcriptional programmes in blood progenitor and mast cells.
2014, 33, 1212-26

Mammalian WTAP is a regulatory subunit of the RNA N6-methyladenosine methyltransferase. 2014
1643 54,177-89 e

Lentivector integration sites in ependymal cells from a model of metachromatic leukodystrophy:
non-B DNA as a new factor influencing integration. 2014, 3, e187

1641 Genome-wide DNA methylation analysis in precursor B-cells. 2014, 9, 1588-95 16

Targeted next-generation sequencing: the clinician’s stethoscope for genetic disorders. 2014, 11, 581-592

6 Sex- and tissue-specific functions of Drosophila doublesex transcription factor target genes. 2014, 3
1939 31,761-73 3

The expression level of small non-coding RNAs derived from the first exon of protein-coding genes
is predictive of cancer status. 2014, 15, 402-10

The genetic basis for individual differences in mRNA splicing and APOBEC1 editing activity in

1637 murine macrophages. 2014, 24, 377-89 12

Inference of RNA polymerase Il transcription dynamics from chromatin immunoprecipitation time
course data. 2014, 10, e1003598

Characterization of the mutagenic spectrum of 4-nitroquinoline 1-oxide (4-NQO) in Aspergillus

1635 nidulans by whole genome sequencing. 2014, 4, 2483-92 28

Extensive copy-number variation of young genes across stickleback populations. 2014, 10, e1004830

16 Assembly and characterization of novel inserts detected from next-generation sequencing data.
33 2014, 4,1-7 3

A view through a chromatin loop: insights into the ecdysone activation of early genes in Drosophila.
2014, 42, 10409-24

WiggleTools: parallel processing of large collections of genome-wide datasets for visualization and 5
statistical analysis. Bioinformatics, 2014, 30, 1008-9 7 44

The secreted protein ANGPTL2 promotes metastasis of osteosarcoma cells through integrin B,

p38 MAPK, and matrix metalloproteinases. 2014, 7, ra7

35



CITATION REPORT

Genome-wide profiling of DNA methylation and gene expression in Crassostrea gigas male

gametes. 2014, 5, 224 61

1629

Genome sequencing and comparative genomics of the broad host-range pathogen Rhizoctonia
solani AG8. 2014, 10, e1004281

Transcriptome analysis of CNS immediately before and after the detection of PrP(Sc) in SSBP/1

1627 sheep scrapie. 2014, 173, 201-7

metaseq: a Python package for integrative genome-wide analysis reveals relationships between
chromatin insulators and associated nuclear mRNA. 2014, 42, 9158-70

Constrained transcription factor spacing is prevalent and important for transcriptional control of

1625 mouse blood cells. 2014, 42, 13513-24 14

AnaLysis of Expression on human chromosome 21, ALE-HSA21: a pilot integrated web resource.
2014, 2014, bau009

Chromatin insulator factors involved in long-range DNA interactions and their role in the folding of

1623 the Drosophila genome. 2014, 10, e1004544 76

Quantitative genetics of CTCF binding reveal local sequence effects and different modes of
X-chromosome association. 2014, 10, e1004798

1621 Insights into the epigenomic landscape of the human malaria vector Anopheles gambiae. 2014, 5, 277 15

Tissue-specific RNA expression marks distant-acting developmental enhancers. 2014, 10, e1004610

Interaction between conjugative and retrotransposable elements in horizontal gene transfer. 2014,

1619 10 61004853 15

Whole-genome sequence of the C57L/J mouse inbred strain. 2014, 4, 1689-92

Toxoplasma effector MAF1 mediates recruitment of host mitochondria and impacts the host

1617 response. 2014, 12, e1001845

114

The functional consequences of variation in transcription factor binding. 2014, 10, e1004226

1615 Hydroxymethylated cytosines are associated with elevated C to G transversion rates. 2014, 10, e1004585 28

Neurofibromatosis type 1 gene mutation analysis using sequence capture and high-throughput
sequencing. 2014, 94, 663-6

MicroRNAs located in the Hox gene clusters are implicated in huntington’s disease pathogenesis.

1613 5014 10, €1004188 /3

LANA binds to multiple active viral and cellular promoters and associates with the

H3K4methyltransferase hSET1 complex. 2014, 10, e1004240




(2014-2014)

Evolutionary interrogation of human biology in well-annotated genomic framework of rhesus

1611 o caque. 2014, 31, 1309-24 30

Dynamic DNA methylation orchestrates cardiomyocyte development, maturation and disease. 2014
,5,5288

Evolution of genomic structural variation and genomic architecture in the adaptive radiations of

African cichlid fishes. 2014, 5, 163 21

1609

Genetic analysis of the cardiac methylome at single nucleotide resolution in a model of human
cardiovascular disease. 2014, 10, e1004813

Altered chromatin occupancy of master regulators underlies evolutionary divergence in the

1607 transcriptional landscape of erythroid differentiation. 2014, 10, e1004890 33

Regulation of pri-miRNA processing by the hnRNP-like protein AtGRP7 in Arabidopsis. 2014, 42, 9925-36

Sex chromosome turnover contributes to genomic divergence between incipient stickleback

1605 (oacies. 2014, 10, e1004223 65

Integrating diverse datasets improves developmental enhancer prediction. 2014, 10, e1003677

1603 Canonical correlation analysis for gene-based pleiotropy discovery. 2014, 10, 1003876 19

Analysis options for high-throughput sequencing in miRNA expression profiling. 2014, 7, 144

Genomic and functional overlap between somatic and germline chromosomal rearrangements.

1601 5014 9 2001-10

SUMOylation modulates the transcriptional activity of androgen receptor in a target gene and
pathway selective manner. 2014, 42, 8310-9

1599 Genomic structure of nucleotide diversity among Lyon rat models of metabolic syndrome. 2014, 15, 197 7

Genome-wide identification of signaling center enhancers in the developing limb. 2014, 141, 4194-8

Genome-wide analysis of regulation of gene expression and H3K9me?2 distribution by JIL-1 kinase L
1597 mediated histone H3510 phosphorylation in Drosophila. 2014, 42, 5456-67 4

Human-specific CpG 'beacons’ identify human-specific prefrontal cortex H3K4me3 chromatin
peaks. 2014, 6, 21-31

L Human Tra2 proteins jointly control a CHEK1 splicing switch among alternative and constitutive
595 target exons. 2014, 5, 4760 35

Synthetic lethality reveals mechanisms of Mycobacterium tuberculosis resistance to [FHactams.

2014, 5,e01767-14

37



CITATION REPORT

o A comparison of combined p-value methods for gene differential expression using RNA-seq data.
2014,

Evolution of H3K27me3-marked chromatin is linked to gene expression evolution and to patterns
of gene duplication and diversification. 2014, 24, 1115-24

Differential locus expansion distinguishes Toxoplasmatinae species and closely related strains of

1591 Toxoplasma gondii. 2014, 5, e01003-13 18

Removing Sequential Bottlenecks in Analysis of Next-Generation Sequencing Data. 2014,

1589 Genome Wide Mapping of Foxo1 Binding-sites in Murine T Lymphocytes. 2014, 2, 280-281 4

Polo-like kinase 4 transcription is activated via CRE and NRF1 elements, repressed by DREAM
through CDE/CHR sites and deregulated by HPV E7 protein. 2014, 42, 163-80

18 Identification of candidate genes involved in coronary artery calcification by transcriptome
507 sequencing of cell lines. 2014, 15, 198

Distinct Copy Number, Coding Sequence, and Locus Methylation Patterns Underlie Rhg1-Mediated
Soybean Resistance to Soybean Cyst Nematode. 2014, 165, 630-647

18 Targeted next-generation sequencing using fine-needle aspirates from adenocarcinomas of the
595 |ung. 2014, 122, 104-13 90

Familial isolated growth hormone deficiency due to a novel homozygous missense mutation in the
growth hormone releasing hormone receptor gene: clinical presentation with hypoglycemia. 2014,
99, E2730-4

3 Genome-wide study of KNOX regulatory network reveals brassinosteroid catabolic genes
Rt important for shoot meristem Function in rice. 2014, 26, 3488-500 77

Convergent transcriptional specializations in the brains of humans and song-learning birds. 2014,
346, 1256846

Convergent transcription at intragenic super-enhancers targets AlD-initiated genomic instability.

1581 5014 159, 1538-48

176

B cell super-enhancers and regulatory clusters recruit AID tumorigenic activity. 2014, 159, 1524-37

1579 Targeted chromatin profiling reveals novel enhancers in Ig H and Ig L chain Loci. 2014, 192, 1064-70 18

The transcription factor p53: not a repressor, solely an activator. 2014, 13, 3037-58

1577 Genetic perturbation of the maize methylome. 2014, 26, 4602-16 126

Application of histone modification-specific interaction domains as an alternative to antibodies.

2014, 24, 1842-53

38



(2014-2014)

1575 Mutational landscape of aggressive cutaneous squamous cell carcinoma. 2014, 20, 6582-92 362

Lariat intronic RNAs in the cytoplasm of Xenopus tropicalis oocytes. 2014, 20, 1476-87

L Comparison of TALE designer transcription factors and the CRISPR/dCas9 in regulation of gene L
573 expression by targeting enhancers. 2014, 42, e155 35

SraTailor: graphical user interface software for processing and visualizing ChIP-seq data. 2014, 19, 919-26

1571 A new workflow for whole-genome sequencing of single human cells. 2014, 35, 1260-70 16

Atypical RNAs in the coelacanth transcriptome. 2014, 322, 342-51

1569 Unlocking the secondary gene-pool of barley with next-generation sequencing. 2014, 12, 1122-31 64

Non-referenced genome assembly from epigenomic short-read data. 2014, 9, 1329-38

6 Differential nuclease sensitivity profiling of chromatin reveals biochemical footprints coupled to 3
1567 gene expression and functional DNA elements in maize. 2014, 26, 3883-93 5

The X chromosome is necessary for somatic development in the dioecious Silene latifolia:
cytogenetic and molecular evidence and sequencing of a haploid genome. 2014, 143, 96-103

1565 Unique features of the m6A methylome in Arabidopsis thaliana. 2014, 5, 5630 239

Angiopoietin-like protein 2 renders colorectal cancer cells resistant to chemotherapy by activating
spleen tyrosine kinase-phosphoinositide 3-kinase-dependent anti-apoptotic signaling. 2014, 105, 1550-9

1563 Sin3b interacts with Myc and decreases Myc levels. 2014, 289, 22221-36 21

Brain-specific noncoding RNAs are likely to originate in repeats and may play a role in up-regulating
genes in cis. 2014, 54, 331-7

Likelihood-based inference of population history from low-coverage de novo genome assemblies.

1561 5014, 23, 198-211 23

Regulation of angiopoietin-like protein 4 production during and after exercise. 2014, 2, e12109

1559 Three crocodilian genomes reveal ancestral patterns of evolution among archosaurs. 2014, 346, 1254449 231

Whole-genome analyses resolve early branches in the tree of life of modern birds. 2014, 346, 1320-31

39



CITATION REPORT

L A novel IFITM5 mutation in severe atypical osteogenesis imperfecta type VI impairs osteoblast
557 production of pigment epithelium-derived factor. 2014, 29, 1402-11 47

Core and region-enriched networks of behaviorally regulated genes and the singing genome. 2014,
346, 1256780

1555 Paternal diet defines offspring chromatin state and intergenerational obesity. 2014, 159, 1352-64 253

Miz-1 regulates translation of Trp53 via ribosomal protein L22 in cells undergoing V(D)J
recombination. 2014, 111, E5411-9

L Transcriptome analysis reveals dysregulation of innate immune response genes and neuronal o
553 activity-dependent genes in autism. 2014, 5, 5748 393

Tumor cell-specific inhibition of MYC function using small molecule inhibitors of the HUWE1
ubiquitin ligase. 2014, 6, 1525-41

1551 Uridylation by TUT4 and TUT7 marks mRNA for degradation. 2014, 159, 1365-76 171

In vitro transcriptome analysis of two Chinese isolates of Streptococcus suis serotype 2.2014, 12, 266-75

Genomic mapping of phosphorothioates reveals partial modification of short consensus sequences.
1549 2014, 5,3951 70

Role of polycomb group proteins in the DNA damage response--a reassessment. 2014, 9, e102968

An international effort towards developing standards for best practices in analysis, interpretation

1547 and reporting of clinical genome sequencing results in the CLARITY Challenge. 2014, 15, R53 86

Dynamics of chromatin accessibility and gene regulation by MADS-domain transcription factors in
flower development. 2014, 15, R41

1545 High resolution mapping of modified DNA nucleobases using excision repair enzymes. 2014, 24, 1534-42 65

Analysis of chromatin-state plasticity identifies cell-type-specific regulators of H3K27me3 patterns.
2014, 111, E344-53

1543 Global bidirectional transcription of the Epstein-Barr virus genome during reactivation. 2014, 88, 1604-16 49

Mapping of six somatic linker histone H1 variants in human breast cancer cells uncovers specific
features of H1.2. 2014, 42, 4474-93

1541 CGAT: computational genomics analysis toolkit. Bioinformatics, 2014, 30, 1290-1 72 44

Intertwined pathways for Argonaute-mediated microRNA biogenesis in Drosophila. 2014, 42, 1987-2002

40



(2014-2014)

The draft genome of the pest tephritid fruit fly Bactrocera tryoni: resources for the genomic

1539 analysis of hybridising species. 2014, 15, 1153 28

Systems genomics evaluation of the SH-SY5Y neuroblastoma cell line as a model for Parkinson’s
disease. 2014, 15, 1154

L A universal protocol to generate consensus level genome sequences for foot-and-mouth disease 6
537 virus and other positive-sense polyadenylated RNA viruses using the Illumina MiSeq. 2014, 15, 828 4

Transcriptome reconstruction and annotation of cynomolgus and African green monkey. 2014, 15, 846

1535 RNA-seq: impact of RNA degradation on transcript quantification. 2014, 12, 42 236

SPANDX: a genomics pipeline for comparative analysis of large haploid whole genome
re-sequencing datasets. 2014, 7, 618

1533 jChIP: a graphical environment for exploratory ChiIP-Seq data analysis. 2014, 7, 676 2

High-frequency aberrantly methylated targets in pancreatic adenocarcinoma identified via global
DNA methylation analysis using methylCap-seq. 2014, 6, 18

Genome-wide methylation profiling of the different stages of hepatitis B virus-related
1531 hepatocellular carcinoma development in plasma cell-free DNA reveals potential biomarkers for 40
early detection and high-risk monitoring of hepatocellular carcinoma. 2014, 6, 30

TE-Tracker: systematic identification of transposition events through whole-genome resequencing.
2014, 15, 377

1529 High throughput exome coverage of clinically relevant cardiac genes. 2014, 7, 67 8

Deletions of chromosomal regulatory boundaries are associated with congenital disease. 2014, 15, 423

Mobster: accurate detection of mobile element insertions in next generation sequencing data.

1527 2014, 15, 488 62

Whole genome de novo assemblies of three divergent strains of rice, Oryza sativa, document novel
gene space of aus and indica. 2014, 15, 506

1525 Computational approaches to interpreting genomic sequence variation. 2014, 6, 87 28

Expression profiles of long non-coding RNAs located in autoimmune disease-associated regions
reveal immune cell-type specificity. 2014, 6, 88

1523 Reducing INDEL calling errors in whole genome and exome sequencing data. 2014, 6, 89 109

Copy number variation analysis based on AluScan sequences. 2014, 4, 15

41



CITATION REPORT

Amplicon rearrangements during the extrachromosomal and intrachromosomal amplification

process in a glioma. 2014, 42, 13194-205 28

1521

Genomics of CpG methylation in developing and developed zebrafish. 2014, 4, 861-9

1519 Diagnostic utility of targeted next-generation sequencing in problematic cases. 2014, 38, 534-41 15

Interrogation of allelic chromatin states in human cells by high-density ChIP-genotyping. 2014, 9, 1238-51

Chromatin structure and gene expression changes associated with loss of MOP1 activity in Zea

1517 mays. 2014, 9, 1047-59 a6

Poretools: a toolkit for analyzing nanopore sequence data. Bioinformatics, 2014, 30, 3399-401

The CHR site: definition and genome-wide identification of a cell cycle transcriptional element.

1515 2014, 42, 10331-50 60

Analysis of an artificial zinc finger epigenetic modulator: widespread binding but limited regulation.
2014, 42, 10856-68

o1 NF-B directly mediates epigenetic deregulation of common microRNAs in Epstein-Barr L
513 Virus-mediated transformation of B-cells and in lymphomas. 2014, 42, 11025-39 9

Extensive cotransformation of natural variation into chromosomes of naturally competent
Haemophilus influenzae. 2014, 4, 717-31

o1t Comparison and quantitative verification of mapping algorithms for whole-genome bisulfite 3
5 sequencing. 2014, 42, e43 4

A new genome-wide method to track horizontally transferred sequences: application to Drosophila.

2014, 6,416-32

1509 Sex-biased gene expression and evolution of the x chromosome in nematodes. 2014, 197, 865-83 68

Genomic evolution of Saccharomyces cerevisiae under Chinese rice wine fermentation. 2014, 6, 2516-26

L Genomic organization and evolution of double minutes/homogeneously staining regions with MYC 6
507 amplification in human cancer. 2014, 42, 9131-45 7

Histone deacetylase inhibition rescues structural and functional brain deficits in a mouse model of
Kabuki syndrome. 2014, 6, 256ra135

Identification of discrete classes of small nucleolar RNA featuring different ends and RNA binding
1505 protein dependency. 2014, 42, 10073-85 30

Genome-wide transcriptome profiles of rice hybrids and their parents. 2014, 15, 20833-45

42



(2014-2014)

Altered IFN-Emediated immunity and transcriptional expression patterns in
1503 N-Ethyl-N-nitrosourea-induced STAT4 mutants confer susceptibility to acute typhoid-like disease. 15
2014, 192, 259-70

RNA-Seq using two populations reveals genes and alleles controlling wood traits and growth in
Eucalyptus nitens. 2014, 9, e101104

1501 Transcriptional Control of Lineage Differentiation in Immune Cells. 2014,

A genome-wide map of hyper-edited RNA reveals numerous new sites. 2014, 5, 4726

1499 Ends of the line for tmRNA-SmpB. 2014, 5, 421 25

Nucleosome regulatory dynamics in response to TGFI 2014, 42, 6921-34

1497 MetaGeniE: characterizing human clinical samples using deep metagenomic sequencing. 2014, 9, e110915 12

A programmable method for massively parallel targeted sequencing. 2014, 42, e88

The interaction of MYC with the trithorax protein ASH2L promotes gene transcription by regulating
1495 H3K27 modification. 2014, 42, 6901-20 32

INsPeCT: INtegrative Platform for Cancer Transcriptomics. 2014, 13, 59-66

L Importance of the RNA secondary structure for the relative accumulation of clustered viral
493 microRNAs. 2014, 42, 7981-96

Regulation of synaptic transmission at the Caenorhabditis elegans M4 neuromuscular junction by
an antagonistic relationship between two calcium channels. 2014, 4, 2535-43

101 Mesencephalic dopaminergic neurons express a repertoire of olfactory receptors and respond to
491 dorant-like molecules. 2014, 15,729

Inferring copy number and genotype in tumour exome data. 2014, 15, 732

1489 Differential protein occupancy profiling of the mRNA transcriptome. 2014, 15, R15 44

Insulator function and topological domain border strength scale with architectural protein
occupancy. 2014, 15, R82

3 Human-specific epigenetic variation in the immunological Leukotriene B4 Receptor (LTB4R/BLT1)
1407 implicated in common inflammatory diseases. 2014, 6, 19 17

Epstein-Barr virus-mediated transformation of B cells induces global chromatin changes

independent to the acquisition of proliferation. 2014, 42, 249-63

43



1485

1483

1481

1479

Ly

45

day

1471

1469

CITATION REPORT

Comparative genomics of Taphrina fungi causing varying degrees of tumorous deformity in plants.
2014, 6, 861-72 25

Prediction of resistance development against drug combinations by collateral responses to
component drugs. 2014, 6, 262ra156

Highly divergent integration profile of adeno-associated virus serotype 5 revealed by

high-throughput sequencing. 2014, 88, 2481-8 10

Detection of gene rearrangements in targeted clinical next-generation sequencing. 2014, 16, 405-17

Patterns of somatically acquired amplifications and deletions in apparently normal tissues of

ovarian cancer patients. 2014, 7, 1310-9 22

Evolution of Alu elements toward enhancers. 2014, 7, 376-385

Discovery of unconventional kinetochores in kinetoplastids. 2014, 156, 1247-1258 168

Detection of PIWI and piRNAs in the mitochondria of mammalian cancer cells. 2014, 446, 218-23

Generation of SNP datasets for orangutan population genomics using improved 6
reduced-representation sequencing and direct comparisons of SNP calling algorithms. 2014, 15, 16 4

Reducing bias in RNA sequencing data: a novel approach to compute counts. 2014, 15 Suppl 1, S7

AnnotateGenomicRegions: a web application. 2014, 15 Suppl 1, S8 5

Advancing the functional utility of PAR-CLIP by quantifying background binding to mRNAs and
[NncRNAs. 2014, 15, R2

Global signatures of protein binding on structured RNAs in Saccharomyces cerevisiae. 2014, 57, 22-35 7

Polyadenylation. 2014,

Evolution of splicing regulatory networks in Drosophila. 2014, 24, 786-96 28

An ultrasensitive method for quantitating circulating tumor DNA with broad patient coverage.
2014, 20, 548-54

Argonaute-bound small RNAs from promoter-proximal RNA polymerase Il. 2014, 156, 920-34 83

Targeted sequencing for gene discovery and quantification using RNA CaptureSeq. 2014, 9, 989-1009

44



(2014-2014)

146 Building a pipeline to discover and validate novel therapeutic targets and lead compounds for
4%7  Alzheimer's disease. 2014, 88, 617-30 32

Cellisolation induces fate changes of bone marrow mesenchymal cells leading to loss or
alternatively to acquisition of new differentiation potentials. 2014, 32, 2008-20

6 Development and validation of a next-generation sequencing-based protocol for 24-chromosome L
1465 aneuploidy screening of embryos. 2014, 101, 1375-82 73

The dynamics and regulators of cell Fate decisions are revealed by pseudotemporal ordering of
single cells. 2014, 32, 381-386

RNA-seq differential expression studies: more sequence or more replication?. Bioinformatics, 2014,
1463 30,301-4 e B

Rbfox2 controls autoregulation in RNA-binding protein networks. 2014, 28, 637-51

1461 Molecular profiling of premalignant lesions in lung squamous cell carcinomas identifies
4 mechanisms involved in stepwise carcinogenesis. 2014, 7, 487-95 57

Patchwork sequencing of tomato San Marzano and Vesuviano varieties highlights genome-wide

variations. 2014, 15, 138

1459 Alu elements shape the primate transcriptome by cis-regulation of RNA editing. 2014, 15, R28 78

Detecting authorized and unauthorized genetically modified organisms containing vip3A by
real-time PCR and next-generation sequencing. 2014, 406, 2603-11

1457 Combinatorial epigenetic patterns as quantitative predictors of chromatin biology. 2014, 15, 76 14

Genome-wide histone state profiling of fibroblasts from the opossum, Monodelphis domestica,
identifies the first marsupial-specific imprinted gene. 2014, 15, 89

1455 Integrated transcriptome analysis of mouse spermatogenesis. 2014, 15, 39 93

ROVER variant caller: read-pair overlap considerate variant-calling software applied to PCR-based
massively parallel sequencing datasets. 2014, 9, 3

Accumulation of CTCF-binding sites drives expression divergence between tandemly duplicated
1453 genes in humans. 2014, 15 Suppl 1, S8

Contribution of natural antisense transcription to an endogenous siRNA signature in human cells.
2014, 15, 19

1ac1 The transcriptome landscape of Prochlorococcus MED4 and the factors for stabilizing the core
451 genome. 2014, 14, 11 3

The transcription factor BATF operates as an essential differentiation checkpoint in early effector

CD8+ T cells. 2014, 15, 373-83

45



CITATION REPORT

1449 An atlas of active enhancers across human cell types and tissues. 2014, 507, 455-461 1595

Extensive amplification of the E2F transcription factor binding sites by transposons during
evolution of Brassica species. 2014, 77, 852-62

1447 CLOCK:BMALT1 is a pioneer-like transcription factor. 2014, 28, 8-13 134

Diversity and evolution of membrane intrinsic proteins. 2014, 1840, 1468-81

1445 Efficient genome modification by CRISPR-Cas9 nickase with minimal off-target effects. 2014, 11, 399-402 575

Subtelomeric CTCF and cohesin binding site organization using improved subtelomere assemblies
and a novel annotation pipeline. 2014, 24, 1039-50

B cell differentiation is associated with reprogramming the CCCTC binding factor-dependent

1443 hromatin architecture of the murine MHC class Il locus. 2014, 192, 3925-35 20

Common genetic variants modulate pathogen-sensing responses in human dendritic cells. 2014,
343, 1246980

Tissue-specific SMARCA4 binding at active and repressed regulatory elements during
1441 embryogenesis. 2014, 24, 920-9 47

Innate immune activity conditions the effect of regulatory variants upon monocyte gene
expression. 2014, 343, 1246949

L Early postzygotic mutations contribute to de novo variation in a healthy monozygotic twin pair.
39 2014, 51, 4559 35

Characterization of ancient and modern genomes by SNP detection and phylogenomic and
metagenomic analysis using PALEOMIX. 2014, 9, 1056-82

L Performance of common analysis methods for detecting low-frequency single nucleotide variants 3
437 in targeted next-generation sequence data. 2014, 16, 75-88 7

ChildSeg-RNA: A next-generation sequencing-based diagnostic assay to identify known fusion
transcripts in childhood sarcomas. 2014, 16, 361-70

Computational identification of miRNAs, their targets and functions in three-spined stickleback

1435 (Gasterosteus aculeatus). 2014, 14, 768-77 11

The histone H2A deubiquitinase Usp16 regulates embryonic stem cell gene expression and lineage
commitment. 2014, 5, 3818

L Comparative epigenomics in distantly related teleost species identifies conserved cis-regulatory 3
433 nodes active during the vertebrate phylotypic period. 2014, 24, 1075-85 3

Genome-wide analysis reveals characteristics of off-target sites bound by the Cas9 endonuclease.

2014, 32, 677-83

46



(2014-2014)

1431 Summarizing specific profiles in lllumina sequencing from whole-genome amplified DNA. 2014, 21, 243-54 11

Helper T cell plasticity: impact of extrinsic and intrinsic signals on transcriptomes and epigenomes.
2014, 381, 279-326

1429 The tissue-specific transcriptomic landscape of the mid-gestational mouse embryo. 2014, 141, 2325-30 27

Genome methylation in D. melanogaster is found at specific short motifs and is independent of
DNMT?2 activity. 2014, 24, 821-30

Coregulation of transcription factor binding and nucleosome occupancy through DNA features of

1427 mammalian enhancers. 2014, 54, 844-857 142

Nucleosome repositioning links DNA (de)methylation and differential CTCF binding during stem
cell development. 2014, 24, 1285-95

L Anti-diabetic rosiglitazone remodels the adipocyte transcriptome by redistributing transcription to
425 ppARHriven enhancers. 2014, 28, 1018-28 73

CR Cistrome: a ChIP-Seq database for chromatin regulators and histone modification linkages in
human and mouse. 2014, 42, D450-8

L Genome-wide analysis of HPV integration in human cancers reveals recurrent, focal genomic
423 instability. 2014, 24, 185-99 259

Comparative epigenetic analyses reveal distinct patterns of oncogenic pathways activation in
breast cancer subtypes. 2014, 23, 5378-93

A2 A high-density linkage map enables a second-generation collared flycatcher genome assembly and L
4 reveals the patterns of avian recombination rate variation and chromosomal evolution. 2014, 23, 4035-58 55

Interplay of TRIM28 and DNA methylation in controlling human endogenous retroelements. 2014,

24, 1260-70

1419 Genomic and transcriptomic plasticity in treatment-naive ovarian cancer. 2014, 24, 200-11 58

High-resolution mapping of transcription factor binding sites on native chromatin. 2014, 11, 203-9

1417 Staufen1 senses overall transcript secondary structure to regulate translation. 2014, 21, 26-35 92

Epigenome-wide differences in pathology-free regions of multiple sclerosis-affected brains. 2014,
17,121-30

Key flowering genes including FT-like genes are upregulated in the vasculature of apple dwarfing
1415 rootstocks. 2014, 10, 189-202 34

Using Genome Query Language to uncover genetic variation. Bioinformatics, 2014, 30, 1-8

47



CITATION REPORT

A1 Alterations in chromatin accessibility and DNA methylation in clear cell renal cell carcinoma. 2014, °
413 33,4961-5 2

Variation in chromatin accessibility in human kidney cancer links H3K36 methyltransferase loss with
widespread RNA processing defects. 2014, 24, 241-50

1411 Glutamine methylation in histone H2A is an RNA-polymerase-I-dedicated modification. 2014, 505, 564-8 149

N6-methyladenosine modification destabilizes developmental regulators in embryonic stem cells.
2014, 16, 191-8

Topological organization of multichromosomal regions by the long intergenic noncoding RNA Firre.
1499 2014, 21, 198-206 455

featureCounts: an efficient general purpose program for assigning sequence reads to genomic
features. Bioinformatics, 2014, 30, 923-30

Fusion of TTYH1 with the C19MC microRNA cluster drives expression of a brain-specific DNMT3B
1497 isoform in the embryonal brain tumor ETMR. 2014, 46, 39-44 131
Peroxisome proliferator-activated receptor [hnd C/EBPEynergistically activate key metabolic
adipocyte genes by assisted loading. 2014, 34, 939-54

Genome-wide recessive genetic screening in mammalian cells with a lentiviral CRISPR-guide RNA
1495 ibrary. 2014, 32, 267-73 734

Simultaneous identification and prioritization of variants in Familial, de novo, and somatic genetic
disorders with VariantMaster. 2014, 24, 349-55

116 Invasive lobular carcinoma cell lines are characterized by unique estrogen-mediated gene 3
403 expression patterns and altered tamoxifen response. 2014, 74, 1463-74 9

DNA methylation profiling in X;autosome translocations supports a role for L1 repeats in the
spread of X chromosome inactivation. 2014, 23, 1224-36

1401 Validation of a next-generation sequencing assay for clinical molecular oncology. 2014, 16, 89-105 152

Characterizing the genetic basis of transcriptome diversity through RNA-sequencing of 922
individuals. 2014, 24, 14-24

1399 PAGE: A Framework for Easy PArallelization of GEnomic Applications. 2014, 2

ATP-dependent chromatin remodeling shapes the long noncoding RNA landscape. 2014, 28, 2348-60

1397 Variation in genomic landscape of clear cell renal cell carcinoma across Europe. 2014, 5, 5135 123

Mutations in the cohesin complex in acute myeloid leukemia: clinical and prognostic implications.

2014, 123, 914-20

48



(2014-2014)

CDK?7 inhibition suppresses super-enhancer-linked oncogenic transcription in MYCN-driven cancer.

1395 2014, 159, 1126-1139 386

Analytical tools and current challenges in the modern era of neuroepigenomics. 2014, 17, 1476-90

L starBase v2.0: decoding miRNA-ceRNA, miRNA-ncRNA and protein-RNA interaction networks from
393 large-scale CLIP-Seq data. 2014, 42, D92-7 2592

Comparative analysis of the domestic cat genome reveals genetic signatures underlying feline
biology and domestication. 2014, 111, 17230-5

1391 Basic4Cseq: an R/Bioconductor package for analyzing 4C-seq data. Bioinformatics, 2014, 30, 3268-9 72 16

Extension to Distributed Annotation System: Summary command. 2014,

3 CCDC88B is a novel regulator of maturation and effector functions of T cells during pathological
139 inflammation. 2014, 211, 2519-35 32

The dilemma of choosing the ideal permutation strategy while estimating statistical significance of
genome-wide enrichment. 2014, 15, 919-28

1387 Macrophages: Biology and Role in the Pathology of Diseases. 2014, 8

Computational Methods for Gene Expression Profiling Using Next-Generation Sequencing
(RNA-Seq). 2014, 821-832

1385 Quantitative analysis of mammalian translation initiation sites by FACS-seq. 2014, 10, 748 95

Suppression of the FOXM1 transcriptional programme via novel small molecule inhibition. 2014, 5, 5165

1383 Nuclear stability and transcriptional directionality separate functionally distinct RNA species. 2014, 1

Role of Candida albicans Tem1 in mitotic exit and cytokinesis. 2014, 69, 84-95

Nuclear stability and transcriptional directionality separate functionally distinct RNA species. 2014,

5,5336 116

1381

BRD4 assists elongation of both coding and enhancer RNAs by interacting with acetylated histones.
2014, 21, 1047-57

L Tet-Trap, a genetic approach to the identification of bacterial RNA thermometers: application to 5
379 pseudomonas aeruginosa. 2014, 20, 1963-76 4

Rapid modelling of cooperating genetic events in cancer through somatic genome editing. 2014,

516, 428-31

49



L

L7

1373

1371

1369

1367

1365

1363

1361

CITATION REPORT

A functional and evolutionary perspective on transcription factor binding in Arabidopsis thaliana.
2014, 26, 3894-910 73

Strand-specific analysis shows protein binding at replication forks and PCNA unloading from
lagging strands when forks stall. 2014, 56, 551-63

Structural architecture of SNP effects on complex traits. 2014, 95, 477-89 20

Characterizing of functional human coding RNA editing from evolutionary, structural, and dynamic
perspectives. 2014, 82, 3117-31

Clinical characterization, genetic mapping and whole-genome sequence analysis of a novel L
autosomal recessive intellectual disability syndrome. 2014, 57, 543-51 3

MLV integration site selection is driven by strong enhancers and active promoters. 2014, 42, 4257-69

Enhancers are major targets for murine leukemia virus vector integration. 2014, 88, 4504-13 69

Application of next-generation sequencing technology for comprehensive aneuploidy screening of
blastocysts in clinical preimplantation genetic screening cycles. 2014, 29, 2802-13

Rare mutations in RINT1 predispose carriers to breast and Lynch syndrome-spectrum cancers. 2014, 5
4,804-15

Concerted bioinformatic analysis of the genome-scale blood transcription factor compendium
reveals new control mechanisms. 2014, 10, 2935-41

Estimating the population mutation rate from a de novo assembled Bactrian camel genome and L
cross-species comparison with dromedary ESTs. 2014, 105, 839-46 5

Bioinformatics Research and Applications. 2014,

In silico identification and characterization of conserved plant microRNAs in barley. 2014, 9, 841-852 o)

Cultivation-based multiplex phenotyping of human gut microbiota allows targeted recovery of
previously uncultured bacteria. 2014, 5, 4714

Classification of selectively constrained DNA elements using feature vectors and rule-based
classifiers. 2014, 104, 79-86 23

Analysis considerations for utilizing RNA-Seq to characterize the brain transcriptome. 2014, 116, 21-54

RNA-Seq analysis of laser-capture microdissected cells of the developing central starchy

endosperm of maize. 2014, 2, 242-5 12

bPeaks: a bioinformatics tool to detect transcription factor binding sites from ChIPseq data in

yeasts and other organisms with small genomes. 2014, 31, 375-91

50



(2014-2014)

Integration of genome-wide of Stat3 binding and epigenetic modification mapping with

1359 transcriptome reveals novel Stat3 target genes in glioma cells. 2014, 1839, 1341-50 1

Comprehensive human virus screening using high-throughput sequencing with a user-friendly
representation of bioinformatics analysis: a pilot study. 2014, 52, 3351-61

1357 Genome-wide map of regulatory interactions in the human genome. 2014, 24, 1905-17 197

Origin, inheritance, and gene regulatory consequences of genome dominance in polyploids. 2014,
111, 5283-8

A novel method for detecting uniparental disomy from trio genotypes identifies a significant 3
1355 excess in children with developmental disorders. 2014, 24, 673-87 3

Nucleotide polymorphism and copy number variant detection using exome capture and
next-generation sequencing in the polyploid grass Panicum virgatum. 2014, 79, 993-1008

Novel mechanism of positive versus negative regulation by thyroid hormone receptor [1 (TRI1)

1353 identified by genome-wide profiling of binding sites in mouse liver. 2014, 289, 1313-28 80

Widespread contribution of transposable elements to the innovation of gene regulatory networks.
2014, 24, 1963-76

LAt Large numbers of novel miRNAs originate from DNA transposons and are coincident with a large
35 species radiation in bats. 2014, 31, 1536-45 52

Widespread intron retention in mammals functionally tunes transcriptomes. 2014, 24, 1774-86

1349 Biology-constrained gene expression discretization for cancer classification. 2014, 145, 30-36 8

Exome resequencing reveals signatures of demographic and adaptive processes across the genome
and range of black cottonwood (Populus trichocarpa). 2014, 23, 2486-99

1347 Statin-induced changes in gene expression in EBV-transformed and native B-cells. 2014, 23, 1202-10 10

A protocol for RNA methylation differential analysis with MeRIP-Seq data and exomePeak
R/Bioconductor package. 2014, 69, 274-81

Integrative DNA, RNA, and protein evidence connects TREML4 to coronary artery calcification. 2014
1345 95,66-76 23

Genome-wide identification and characterization of fixed human-specific regulatory regions. 2014,
95, 39-48

Otx2 and Oct4 drive early enhancer activation during embryonic stem cell transition from naive
1343 pluripotency. 2014, 7, 1968-81 95

The genome sequence of African rice (Oryza glaberrima) and evidence for independent

domestication. 2014, 46, 982-8

51



CITATION REPORT

1341 Clonal evolution in breast cancer revealed by single nucleus genome sequencing. 2014, 512, 155-60 730

Undesigned selection for replication termination of bacterial chromosomes. 2014, 426, 2918-27

1339 Evolutionary conservation of the eumetazoan gene regulatory landscape. 2014, 24, 639-50 98

Proteogenomic analysis of the Venturia pirina (Pear Scab Fungus) secretome reveals potential
effectors. 2014, 13, 3635-44

L Regulation of the human endogenous retrovirus K (HML-2) transcriptome by the HIV-1 Tat protein. 6
337 2014, 88, 8924-35 4

H3K4me3 breadth is linked to cell identity and transcriptional consistency. 2014, 158, 673-88

L Expansion of the CRISPR-Cas9 genome targeting space through the use of H1 promoter-expressed
335 guide RNAs. 2014, 5, 4516 52

Therapeutic targeting of BET bromodomain proteins in castration-resistant prostate cancer. 2014,
510, 278-82

1333 Modeling genome coverage in single-cell sequencing. Bioinformatics, 2014, 30, 3159-65 72 32

Selective whole genome amplification for resequencing target microbial species from complex
natural samples. 2014, 198, 473-81

121 Intratumor heterogeneity in localized lung adenocarcinomas delineated by multiregion sequencing. 6
331 2014, 346, 256-9 59

Primate-specific endogenous retrovirus-driven transcription defines naive-like stem cells. 2014,
516, 405-9

1329 The myokine decorin is regulated by contraction and involved in muscle hypertrophy. 2014, 450, 1089-94 95

A long noncoding RNA protects the heart from pathological hypertrophy. 2014, 514, 102-106

1327 MAP-RSeq: Mayo Analysis Pipeline for RNA sequencing. 2014, 15, 224 191

HiChlIP: a high-throughput pipeline for integrative analysis of ChIP-Seq data. 2014, 15, 280

Nucleosome organization in the vicinity of transcription factor binding sites in the human genome.

1325 2014, 15, 493 11

Characterizing a collective and dynamic component of chromatin immunoprecipitation enrichment

profiles in yeast. 2014, 15, 494

52



(2014-2014)

L Distribution of segmental duplications in the context of higher order chromatin organisation of
323 human chromosome 7. 2014, 15, 537 4

ChlPseek, a web-based analysis tool for ChIP data. 2014, 15, 539

A comprehensive analysis of piRNAs from adult human testis and their relationship with genes and

1321 mobile elements. 2014, 15, 545 83

Design and development of exome capture sequencing for the domestic pig (Sus scrofa). 2014, 15, 550

Whole genome and exome sequencing of monozygotic twins discordant for Crohn’s disease. 2014,
1319 15,564

Comparing reference-based RNA-Seq mapping methods for non-human primate data. 2014, 15, 570

1317 Transcriptional landscape of repetitive elements in normal and cancer human cells. 2014, 15, 583 160

Efficient linkage mapping using exome capture and extreme QTL in schistosome parasites. 2014,
15, 617

The transcriptional landscape of mouse beta cells compared to human beta cells reveals notable

1315 species differences in long non-coding RNA and protein-coding gene expression. 2014, 15, 620 188

In depth annotation of the Anopheles gambiae mosquito midgut transcriptome. 2014, 15, 636

Validation of multiple single nucleotide variation calls by additional exome analysis with a
1313 semiconductor sequencer to supplement data of whole-genome sequencing of a human 10
population. 2014, 15, 673

Influence of RNA extraction methods and library selection schemes on RNA-seq data. 2014, 15, 675

Parallel selection on gene copy number variations through evolution of three-spined stickleback

1311 genomes. 2014, 15, 735

22,

Conserved recurrent gene mutations correlate with pathway deregulation and clinical outcomes of
lung adenocarcinoma in never-smokers. 2014, 7, 32

Targeted Chromatin Capture (T2C): a novel high resolution high throughput method to detect
1309 genomic interactions and regulatory elements. 2014, 7, 10

The liver transcriptome of two full-sibling Songliao black pigs with extreme differences in backfat
thickness. 2014, 5, 32

170 Genetic Factors underlying discordance in chromatin accessibility between monozygotic twins.
397" 2014, 15,R72

SoxNeuro orchestrates central nervous system specification and differentiation in Drosophila and

is only partially redundant with Dichaete. 2014, 15, R74

53



CITATION REPORT

1305 Mapping-by-sequencing accelerates forward genetics in barley. 2014, 15, R78 98

Glucocorticoid receptor binds half sites as a monomer and regulates specific target genes. 2014,
15, 418

Transcriptome sequencing reveals altered long intergenic non-coding RNAs in lung cancer. 2014,
1393 15,429 157

A systems biology approach reveals a link between systemic cytokines and skeletal muscle energy
metabolism in a rodent smoking model and human COPD. 2014, 6, 59

1301 SeqControl: process control for DNA sequencing. 2014, 11, 1071-5 6

Draft Genome Sequence of the Oleaginous Yeast Yarrowia lipolytica PO1f, a Commonly Used
Metabolic Engineering Host. 2014, 2,

1299 Detecting and correcting systematic variation in large-scale RNA sequencing data. 2014, 32, 888-95 125

Characterizing regions in the human genome unmappable by next-generation-sequencing at the
read length of 1000 bases. 2014, 53 Pt A, 108-17

1297 Genome-wide analysis of noncoding regulatory mutations in cancer. 2014, 46, 1160-5 367

Noncoding RNA transcription targets AID to divergently transcribed loci in B cells. 2014, 514, 389-93

An evolutionary arms race between KRAB zinc-finger genes ZNF91/93 and SVA/L1

1295 retrotransposons. 2014, 516, 242-5 281

A field guide to whole-genome sequencing, assembly and annotation. 2014, 7, 1026-42

s Regulation of gene expression in the protozoan parasite Entamoeba invadens: identification of ;
93 core promoter elements and promoters with stage-specific expression patterns. 2014, 44, 837-45 J

Utilizing ethnic-specific differences in minor allele frequency to recategorize reported pathogenic
deafness variants. 2014, 95, 445-53

1291 Heterochromatin controls H2A localization in Neurospora crassa. 2014, 13, 990-1000 22

Deep sequencing reveals novel Set7 networks. 2014, 71, 4471-86

The genomic landscape of mantle cell lymphoma is related to the epigenetically determined

1289 chromatin state of normal B cells. 2014, 123, 2988-96

167

PatternCNV: a versatile tool for detecting copy number changes from exome sequencing data.

Bioinformatics, 2014, 30, 2678-80

54



(2014-2014)

glbase: a framework for combining, analyzing and displaying heterogeneous genomic and

1287 high-throughput sequencing data. 2014, 3, 1 50

Repression of chimeric transcripts emanating from endogenous retrotransposons by a
sequence-specific transcription factor. 2014, 15, R58

1285 Spliceosomal Pre-mRNA Splicing. 2014, 5

The genomic landscape underlying phenotypic integrity in the face of gene flow in crows. 2014,
344,1410-4

Characterization of microRNA transcriptome in lung cancer by next-generation deep sequencing.

1283 5014, 8, 1208-19 59

Statistical Analysis of Next Generation Sequencing Data. 2014,

Activation and repression by oncogenic MYC shape tumour-specific gene expression profiles. 2014,

1281 544 4837 302

Modelling Fanconi anemia pathogenesis and therapeutics using integration-free patient-derived
iPSCs. 2014, 5, 4330

s The human skeletal muscle transcriptome: sex differences, alternative splicing, and tissue
79 homogeneity assessed with RNA sequencing. 2014, 28, 4571-81 45

Community-wide transcriptome of the oral microbiome in subjects with and without periodontitis.
2014, 8, 1659-72

Selection of low-variance expressed Malus x domestica (apple) genes for use as quantitative PCR

1277 reference genes (housekeepers). 2014, 10, 751-759 20

NGS Datenanalyse und QualitBskontrolle. 2014, 26, 239-245

1275 MOIRAI: a compact workflow system for CAGE analysis. 2014, 15, 144 49

TSSAR: TSS annotation regime for dRNA-seq data. 2014, 15, 89

L Variant Tool Chest: an improved tool to analyze and manipulate variant call format (VCF) files. 2014
27315 Suppl 7,512 9

Dynamic reorganization of the AC16 cardiomyocyte transcriptome in response to TNF&ignaling
revealed by integrated genomic analyses. 2014, 15, 155

RECLU: a pipeline to discover reproducible transcriptional start sites and their alternative

1271 regulation using capped analysis of gene expression (CAGE). 2014, 15, 269 37

ngs.plot: Quick mining and visualization of next-generation sequencing data by integrating

genomic databases. 2014, 15, 284

55



CITATION REPORT

Genomic characterization of Salmonella Cerro ST367, an emerging Salmonella subtype in cattle in

the United States. 2014, 15, 427 16

1269

A community-based resource for automatic exome variant-calling and annotation in Mendelian
disorders. 2014, 15 Suppl 3, S5

Novel principles of gamma-retroviral insertional transcription activation in murine leukemia

virus-induced end-stage tumors. 2014, 11, 36 16

1267

Analytical validation of whole exome and whole genome sequencing for clinical applications. 2014,
7,20

Novel H3K4me3 marks are enriched at human- and chimpanzee-specific cytogenetic structures.

1265 5014, 24, 1455-68 5

Genomics of homoploid hybrid speciation: diversity and transcriptional activity of long terminal
repeat retrotransposons in hybrid sunflowers. 2014, 369,

Estimates of allele-specific expression in Drosophila with a single genome sequence and RNA-seq

1263 4ata. Bioinformatics, 2014, 30, 2603-10

Suv39h-dependent H3K9me3 marks intact retrotransposons and silences LINE elements in mouse
embryonic stem cells. 2014, 55, 277-90

Inference of transcriptional networks in Arabidopsis through conserved noncoding sequence

1261 nalysis. 2014, 26, 2729-45 45

Emergence of a highly pathogenic avian influenza virus from a low-pathogenic progenitor. 2014,
88, 4375-88

Characterization of the human cumulus cell transcriptome during final follicular maturation and 3
1259 ovulation. 2014, 20, 719-35 4

The genetic prehistory of the New World Arctic. 2014, 345, 1255832

L Enhancer-targeted genome editing selectively blocks innate resistance to oncokinase inhibition. o
257 2014, 24,751-60 4

Comparative genomics revealed key molecular targets to rapidly convert a reference
rifamycin-producing bacterial strain into an overproducer by genetic engineering. 2014, 26, 1-16

Environmental enrichment modulates 5-hydroxymethylcytosine dynamics in hippocampus. 2014, L
1255 104, 376-82 4

Enhancer hijacking activates GFI1 family oncogenes in medulloblastoma. 2014, 511, 428-34

Developmental enhancers are marked independently of zygotic Nodal signals in Xenopus. 2014,
1253 395,38-49 24

Biogeography and individuality shape function in the human skin metagenome. 2014, 514, 59-64




(2014-2014)

Use of Bru-Seq and BruChase-Seq for genome-wide assessment of the synthesis and stability of

1251 RNA. 2014, 67, 45-54

110

An eQTL analysis of the human glioblastoma multiforme genome. 2014, 103, 252-63

Genome-scale functional characterization of Drosophila developmental enhancers in vivo. 2014,
1249 512,91-5 e

cDNA hybrid capture improves transcriptome analysis on low-input and archived samples. 2014, 16, 440-51

5 A genome-wide association study of calf birth weight in Holstein cattle using single nucleotide 5
47 polymorphisms and phenotypes predicted from auxiliary traits. 2014, 97, 3156-72 5

Strategies for rapidly mapping proviral integration sites and assessing cardiogenic potential of
nascent human induced pluripotent stem cell clones. 2014, 327, 297-306

Transcriptome-wide analysis of TDP-43 binding small RNAs identifies miR-NID1 (miR-8485), a novel

1245 mirNA that represses NRXN1 expression. 2014, 103, 76-82 28

Analysis of Hydra PIWI proteins and piRNAs uncover early evolutionary origins of the piRNA
pathway. 2014, 386, 237-51

The combination of transcriptomics and informatics identifies pathways targeted by miR-204

1243 during neurogenesis and axon guidance. 2014, 42, 7793-806 28

Efficient screening of long terminal repeat retrotransposons that show high insertion
polymorphism via high-throughput sequencing of the primer binding site. 2014, 57, 245-52

Whipworm genome and dual-species transcriptome analyses provide molecular insights into an

1241 intimate host-parasite interaction. 2014, 46, 693-700

101

Long noncoding RNAs are spatially correlated with transcription factors and regulate lung
development. 2014, 28, 1363-79

L Transcriptional consequences of 16p11.2 deletion and duplication in mouse cortex and multiplex 3
239 autism families. 2014, 94, 870-83 7

Quantitative genome-wide enhancer activity maps for five Drosophila species show functional
enhancer conservation and turnover during cis-regulatory evolution. 2014, 46, 685-92

1237 Transcription factor cooperativity in early adipogenic hotspots and super-enhancers. 2014, 7, 1443-1455 163

The HP1 homolog rhino anchors a nuclear complex that suppresses piRNA precursor splicing. 2014,
157,1353-1363

piRNA pathway targets active LINE1 elements to establish the repressive H3K9me3 mark in germ
1235 cells. 2014, 28, 1410-28 133

Comparative genomics of the pine pathogens and beetle symbionts in the genus Grosmannia. 2014,

31,1454-74

57



CITATION REPORT

L Timed regulation of P-element-induced wimpy testis-interacting RNA expression during rat liver
233 regeneration. 2014, 60, 798-806 43

ngsCAT: a tool to assess the efficiency of targeted enrichment sequencing. Bioinformatics, 2014, 30, 17678 6

A definitive haplotype map of structural variations determined by microarray analysis of duplicated

1231 haploid genomes. 2014, 2, 55-9

Molecular architecture of transcription factor hotspots in early adipogenesis. 2014, 7, 1434-1442

Variant PRC1 complex-dependent H2A ubiquitylation drives PRC2 recruitment and polycomb
domain formation. 2014, 157, 1445-1459 477

Hyb: a bioinformatics pipeline for the analysis of CLASH (crosslinking, ligation and sequencing of
hybrids) data. 2014, 65, 263-73

Small RNA cloning and sequencing strategy affects host and viral microRNA expression signatures.

1227 2014, 181, 35-44 7

RNA-Seq analysis of differential gene expression in electroporated chick embryonic spinal cord.
2014, e51951

Genome Sequencing of Xanthomonas vasicola Pathovar vasculorum Reveals Variation in Plasmids
1225 and Genes Encoding Lipopolysaccharide Synthesis, Type-IV Pilus and Type-Ill Secretion Effectors. 16
2014, 3, 211-37

Effects of GWAS-associated genetic variants on IncRNAs within IBD and T1D candidate loci. 2014, 9, e105723

1223 Unravelling the transcriptome profile of the Swine respiratory tract mycoplasmas. 2014, 9, e110327 27

Automating ChIP-seq experiments to generate epigenetic profiles on 10,000 HeLa cells. 2014,

1221 ldentification of medium-sized copy number alterations in whole-genome sequencing. 2014, 13, 105-11

CAGE-defined promoter regions of the genes implicated in Rett Syndrome. 2014, 15, 1177

Identification of key factors regulating self-renewal and differentiation in EML hematopoietic

1219 precursor cells by RNA-sequencing analysis. 2014, e52104

IVT-seq reveals extreme bias in RNA sequencing. 2014, 15, R86

Deep Sequencing of Serum Small RNAs Identifies Patterns of 5’ tRNA Half and YRNA Fragment

1217 Expression Associated with Breast Cancer. 2014, 6, 37-47

119

APADB: a database for alternative polyadenylation and microRNA regulation events. 2014, 2014,




(2015-2014)

Chromatin Interaction Analysis with Paired-End Tag (ChIA-PET) sequencing technology and

1215 3pplication. 2014, 15 Suppl 12, S11 55

LUMPY: a probabilistic framework for structural variant discovery. 2014, 15, R84

1213 ? Quality Control and Preprocessing. 2014, 66-87

Identifying rhesus macaque gene orthologs using heterospecific human CNV probes. 2015, 6, 202-7

1211 Genome-wide p63-regulated gene expression in differentiating epidermal keratinocytes. 2015, 5, 159-63 11

Integrated genomics approach to identify biologically relevant alterations in fewer samples. 2015,
16, 936

1209 RNA sequencing of the nephron transcriptome: a technical note. 2015, 34, 219-27 1

Graded gene expression changes determine phenotype severity in mouse models of
CRX-associated retinopathies. 2015, 16, 171

Jitterbug: somatic and germline transposon insertion detection at single-nucleotide resolution.

2015, 16, 768 28

1207

A transposable element insertion in the susceptibility gene CsaMLOS8 results in hypocotyl
resistance to powdery mildew in cucumber. 2015, 15, 243

1205 Metagenome-assembled genomes uncover a global brackish microbiome. 2015, 16, 279 114

Lignin-modifying processes in the rhizosphere of arid land grasses. 2015, 17, 4965-78

Comparison of Exome and Genome Sequencing Technologies for the Complete Capture of

1293 protein-Coding Regions. 2015, 36, 815-22

107

America’s red gold: multiple lineages of cultivated cochineal in Mexico. 2015, 5, 607-17

Evaluation of Hybridization Capture Versus Amplicon-Based Methods for Whole-Exome

1201 Sequencing. 2015, 36, 903-14

156

The extracellular RNA complement of Escherichia coli. 2015, 4, 252-266

Circulating microRNA signature of genotype-by-age interactions in the long-lived Ames dwarf
1199 mouse. 2015, 14, 1055-66 42

Alu element-containing RNAs maintain nucleolar structure and function. 2015, 34, 2758-74

59



CITATION REPORT

Integrated analysis of DNA methylation and microRNA regulation of the lung adenocarcinoma

1197 transcriptome. 2015, 34, 585-94 18

Adult-Onset Leukoencephalopathy with Axonal Spheroids and Pigmented Glia Caused by a Novel
R782G Mutation in CSF1R. 2015, 5, 10042

1195 Bifidobacteria exhibit social behavior through carbohydrate resource sharing in the gut. 2015, 5, 15782 168

MeSiC: A Model-Based Method for Estimating 5 mC Levels at Single-CpG Resolution from
MeDIP-seq. 2015, 5, 14699

Selecting soluble/foldable protein domains through single-gene or genomic ORF filtering: structure
193 of the head domain of Burkholderia pseudomallei antigen BPSL2063. 2015, 71, 2227-35

Whole genome amplification with SurePlex results in better copy number alteration detection
using sequencing data compared to the MALBAC method. 2015, 5, 11711

1191 Conferring resistance to geminiviruses with the CRISPR-Cas prokaryotic immune system. 2015, 1, 247

A mutation in the Gardos channel is associated with hereditary xerocytosis. 2015, 126, 1273-80

Identification of candidate regulatory SNPs by integrative analysis for prostate cancer genome

1189 4ata. 2015,

Mimosoid legume plastome evolution: IR expansion, tandem repeat expansions, and accelerated
rate of evolution in clpP. 2015, 5, 16958

1187 iSRAP - a one-touch research tool for rapid profiling of small RNA-seq data. 2015, 4, 29454 14

Characterization of the Escherichia coli [5) core regulon by Chromatin
Immunoprecipitation-sequencing (ChIP-seq) analysis. 2015, 5, 10469

1185 ZnuA and zinc homeostasis in Pseudomonas aeruginosa. 2015, 5, 13139 74

High-throughput transcriptome sequencing of the cold seep mussel Bathymodiolus platifrons.
2015, 5, 16597

Transcription factor p63 bookmarks and regulates dynamic enhancers during epidermal

1183 yifferentiation. 2015, 16, 863-78 89

De novo transcriptome profiling of highly purified human lymphocytes primary cells. 2015, 2, 150051

Transcriptional profiling of macrophages derived from monocytes and iPS cells identifies a

1181 conserved response to LPS and novel alternative transcription. 2015, 5, 12524

Clinical applicability of methylome sequencing in a pilot study of ischemic stroke individuals. 2015,

2,

60



(2015-2015)

1179 Advanced Applications of RNA Sequencing and Challenges. 2015, 9, 29-46 126

Konnector v2.0: pseudo-long reads from paired-end sequencing data. 2015, 8 Suppl 3, S1

1177 ldentification of novel exonic mobile element insertions in epithelial ovarian cancers. 2015, 2, 15030 1

Molecular basis of canalization in an ascidian species complex adapted to different thermal
conditions. 2015, 5, 16717

Genome-wide epigenetic cross-talk between DNA methylation and H3K27me3 in zebrafish
1175 embryos. 2015, 6, 7-9 12

Targeted NGS meets expert clinical characterization: Efficient diagnosis of spastic paraplegia type
11. 2015, 5, 33-6

1 Elf5-centered transcription factor hub controls trophoblast stem cell self-renewal and 3
73 differentiation through stoichiometry-sensitive shifts in target gene networks. 2015, 29, 2435-48 5

Genome sequence analysis with MonetDB. 2015, 15, 185-191

ISMapper: identifying transposase insertion sites in bacterial genomes from short read sequence

data. 2015, 16, 667 81

1171

Insights into transcriptional changes that accompany organelle sequestration from the stolen
nucleus of Mesodinium rubrum. 2015, 16, 805

Variant mapping and mutation discovery in inbred mice using next-generation sequencing. 2015,

1169 46 913

RNA sequencing of transcriptomes in human brain regions: protein-coding and non-coding RNAs,
isoforms and alleles. 2015, 16, 990

Analysis of nucleosome positioning landscapes enables gene discovery in the human malaria

1167 parasite Plasmodium falciparum. 2015, 16, 1005 5

A preliminary study of the mechanism of nitrate-stimulated remarkable increase of rifamycin
production in Amycolatopsis mediterranei U32 by RNA-seq. 2015, 14, 75

The complex pattern of epigenomic variation between natural yeast strains at single-nucleosome

1165 resolution. 2015, 8, 26 9

BIDCHIPS: bias decomposition and removal from ChiIP-seq data clarifies true binding signal and its
functional correlates. 2015, 8, 33

Deep sequencing of Danish Holstein dairy cattle for variant detection and insight into potential

1163 loss-of-function variants in protein coding genes. 2015, 16, 1043

22

VING: a software for visualization of deep sequencing signals. 2015, 8, 419

61



CITATION REPORT

Utilizing mapping targets of sequences underrepresented in the reference assembly to reduce

false positive alignments. 2015, 43, e133 26

1161

Cell type-selective disease-association of genes under high regulatory load. 2015, 43, 8839-55

The distribution and impact of common copy-number variation in the genome of the domesticated L
1159 apple, Malus x domestica Borkh. 2015, 16, 848 5

The pan-genome of Lactobacillus reuteri strains originating from the pig gastrointestinal tract.
2015, 16, 1023

Profiling of the small RNA populations in human testicular germ cell tumors shows global loss of °
1157 piRNAs. 2015, 14, 153 4

Affinity-seq detects genome-wide PRDM9 binding sites and reveals the impact of prior chromatin
modifications on mammalian recombination hotspot usage. 2015, 8, 31

1155 Ring chromosomes, breakpoint clusters, and neocentromeres in sarcomas. 2015, 54, 156-67 7

Activating Mutations Affecting the Dbl Homology Domain of SOS2 Cause Noonan Syndrome. 2015,
36, 1080-7

Variable reproducibility in genome-scale public data: A case study using ENCODE ChIP sequencing
1153 resource. 201 5, 589, 3866-70 7

Using epigenomics data to predict gene expression in lung cancer. 2015, 16 Suppl 5, S10

1151 Transcriptional analysis of phloem-associated cells of potato. 2015, 16, 665 11

Multi-platform assessment of transcriptional profiling technologies utilizing a precise probe
mapping methodology. 2015, 16, 710

TSS seq based core promoter architecture in blood feeding Tsetse fly (Glossina morsitans
1149 morsitans) vector of Trypanosomiasis. 2015, 16, 722

Transcriptome-enabled marker discovery and mapping of plastochron-related genes in Petunia spp.
2015, 16, 726

1147 Generation of a de novo transcriptome from equine lamellar tissue. 2015, 16, 739 10

Genome-wide analysis reveals the extent of EAV-HP integration in domestic chicken. 2015, 16, 784

Global identification and analysis of long non-coding RNAs in diploid strawberry Fragaria vesca °
1145 during flower and fruit development. 2015, 16, 815 7

De novo transcriptome reconstruction and annotation of the Egyptian rousette bat. 2015, 16, 1033

62



(2015-2015)

1 Characterization of genome-wide H3K27ac profiles reveals a distinct PM2.5-associated histone
43 modification signature. 2015, 14, 65 27

Cis-regulatory somatic mutations and gene-expression alteration in B-cell lymphomas. 2015, 16, 84

Comparative genomics of Steinernema reveals deeply conserved gene regulatory networks. 2015,

1141 46, 200 53

Population whole-genome bisulfite sequencing across two tissues highlights the environment as
the principal source of human methylome variation. 2015, 16, 290

A critical role of RBM8a in proliferation and differentiation of embryonic neural progenitors. 2015,
139 10,18 3t

Motif signatures in stretch enhancers are enriched for disease-associated genetic variants. 2015, 8, 23

1 A comprehensive epigenome map of Plasmodium falciparum reveals unique mechanisms of 5
37 transcriptional regulation and identifies H3K36me?2 as a global mark of gene suppression. 2015, 8, 32 4

Histone modifications rather than the novel regional centromeres of Zymoseptoria tritici
distinguish core and accessory chromosomes. 2015, 8, 41

1 Functionally distinct patterns of nucleosome remodeling at enhancers in glucocorticoid-treated
35 acute lymphoblastic leukemia. 2015, 8, 53

Deeply sequenced metagenome and metatranscriptome of a biogas-producing microbial
community from an agricultural production-scale biogas plant. 2015, 4, 33

Towards next generation CHO cell biology: Bioinformatics methods for RNA-Seg-based expression

1133 profiling. 2015, 10, 950-66 12

Histone acetyltransferase GCNS5 is essential for heat stress-responsive gene activation and
thermotolerance in Arabidopsis. 2015, 84, 1178-91

Disease-Associated Single-Nucleotide Polymorphisms From Noncoding Regions in Juvenile
1131 |diopathic Arthritis Are Located Within or Adjacent to Functional Genomic Elements of Human 24
Neutrophils and CD4+ T Cells. 2015, 67, 1966-77

Whole-Genome Sequencing and Integrative Genomic Analysis Approach on Two 22q11.2 Deletion
Syndrome Family Trios for Genotype to Phenotype Correlations. 2015, 36, 797-807

Mapping Bias Overestimates Reference Allele Frequencies at the HLA Genes in the 1000 Genomes

1129 Project Phase | Data. 2015, 5, 931-41 92

Benchmarking database performance for genomic data. 2015, 116, 877-83

Dynamics of Wolbachia pipientis Gene Expression Across the Drosophila melanogaster Life Cycle.

1127 2015, 5, 2843-56 40

PFSR1 controls alternative splicing and steady-state RNA levels in Plasmodium falciparum through

preferential recognition of specific RNA motifs. 2015, 96, 1283-97




CITATION REPORT

Lineage-Specific Methyltransferases Define the Methylome of the Globally Disseminated

1125 Escherichia coli ST131 Clone. 2015, 6, e01602-15

21

Genome analyses suggest the presence of polyploidy and recent human-driven expansions in eight
global populations of the honeybee pathogen Nosema ceranae. 2015, 17, 4443-58

Searching new signals for production traits through gene-based association analysis in three Italian

1123 cattle breeds. 2015, 46, 361-70 17

Alternative Splicing Signatures in RNA-seq Data: Percent Spliced in (PSI). 2015, 87, 11.16.1-11.16.14

Auxotrophy and intrapopulation complementary in the ‘interactome’ of a cultivated freshwater

121 model community. 2015, 24, 4449-59 70

Critical roles of arginine in growth and biofilm development by Streptococcus gordonii. 2015, 97, 281-300

1119 DENdb: database of integrated human enhancers. 2015, 2015, 36

Genome-wide variant analysis of simplex autism families with an integrative clinical-bioinformatics
pipeline. 2015, 1, a000422

1117 An Introduction to Genome Annotation. 2015, 52, 4.1.1-4.1.17 2

Modeling correction of severe urea cycle defects in the growing murine liver using a hybrid
recombinant adeno-associated virus/piggyBac transposase gene delivery system. 2015, 62, 417-28

1115 Genomic limitations to RNA sequencing expression profiling. 2015, 84, 491-503 17

Multiple displacement amplification of the DNA from single flow-sorted plant chromosome. 2015,
84, 838-44

DNAseq Workflow in a Diagnostic Context and an Example of a User Friendly Implementation. 2015

113 5015, 403497 4

Identification and Validation of Copy Number Variants in Italian Brown Swiss Dairy Cattle Using
Illumina Bovine SNP50 Beadchipll . 2015, 14, 3900

1111 A survey of polymorphisms detected from sequences of popular beef breeds. 2015, 93, 5128-43 12

Identifying differential transcription factor binding in ChIP-seq. 2015, 6, 169

How well do whole exome sequencing results correlate with medical findings? A study of 89 Mayo

1199 Clinic Biobank samples. 2015, 6, 244

Identification of Low-Confidence Regions in the Pig Reference Genome (Sscrofa10.2). 2015, 6, 338

64



(2015-2015)

Genome sequencing reveals a new lineage associated with lablab bean and genetic exchange

between Xanthomonas axonopodis pv. phaseoli and Xanthomonas fuscans subsp. fuscans. 2015, 6, 1080 16

1107

Long Non-Coding RNA Expression during Aging in the Human Subependymal Zone. 2015, 6, 45

Coherence analysis discriminates between retroviral integration patterns in CD34(+) cells

1105 transduced under differing clinical trial conditions. 2015, 2, 15015

Sugarcane giant borer transcriptome analysis and identification of genes related to digestion. 2015
,10,e0118231

Assessing associations between the AURKA-HMMR-TPX2-TUBG1 functional module and breast

cancer risk in BRCA1/2 mutation carriers. 2015, 10, 0120020 26

1103

Multiple RNA processing defects and impaired chloroplast function in plants deficient in the
organellar protein-only RNase P enzyme. 2015, 10, e0120533

Plasmodium knowlesi genome sequences from clinical isolates reveal extensive genomic

TI0T " dimorphism. 2015, 10, 0121303 45

Genome-wide comparative analysis reveals similar types of NBS genes in hybrid Citrus sinensis
genome and original Citrus clementine genome and provides new insights into non-TIR NBS genes.
2015, 10,e0121893

L Transcriptome sequencing of two phenotypic mosaic Eucalyptus trees reveals large scale L
099 transcriptome re-modelling. 2015, 10, e0123226 3

A robust protocol to increase NimbleGen SeqCap EZ multiplexing capacity to 96 samples. 2015, 10, e0123872

o From Glacier to Sauna: RNA-Seq of the Human Pathogen Black Fungus Exophiala dermatitidis under 5
97 Varying Temperature Conditions Exhibits Common and Novel Fungal Response. 2015, 10, e0127103 7

PAPST, a User Friendly and Powerful Java Platform for ChIP-Seq Peak Co-Localization Analysis and
Beyond. 2015, 10, e0127285

o Exome analysis of patients with concurrent pediatric inflammatory bowel disease and autoimmune ;
95 disease. 2015, 21, 1229-36 4

Simultaneous DNA and RNA Mapping of Somatic Mitochondrial Mutations across Diverse Human
Cancers. 2015, 11, e1005333

Alternatively Spliced Homologous Exons Have Ancient Origins and Are Highly Expressed at the
1993 protein Level. 2015, 11, 1004325 47

Altered levels of mitochondrial DNA are associated with female age, aneuploidy, and provide an
independent measure of embryonic implantation potential. 2015, 11, e1005241

Multiple Changes of Gene Expression and Function Reveal Genomic and Phenotypic Complexity in

1091 5| E-like Disease. 2015, 11, e1005248 i

Reproductive Mode and the Evolution of Genome Size and Structure in Caenorhabditis Nematodes.

2015, 11, e1005323




CITATION REPORT

A Novel Locus Harbouring a Functional CD164 Nonsense Mutation Identified in a Large Danish

1089 Family with Nonsyndromic Hearing Impairment. 2015, 11, e1005386 13

Tempo and Mode of Transposable Element Activity in Drosophila. 2015, 11, 1005406

1087 Multimer Formation Explains Allelic Suppression of PRDM9 Recombination Hotspots. 2015, 11, 1005512 36

Association of the Long Non-coding RNA Steroid Receptor RNA Activator (SRA) with TrxG and PRC2
Complexes. 2015, 11, e1005615

Drosophila Nipped-B Mutants Model Cornelia de Lange Syndrome in Growth and Behavior. 2015,

11, 1005655 26

1085

Genome-Wide Transcriptional Regulation Mediated by Biochemically Distinct SWI/SNF Complexes.
2015, 11,e1005748

The Epigenome of Schistosoma mansoni Provides Insight about How Cercariae Poise Transcription

1083 ntil Infection. 2015, 9, €0003853 42

Whole Genome Sequencing of Field Isolates Reveals Extensive Genetic Diversity in Plasmodium
vivax from Colombia. 2015, 9, €0004252

Schistosoma mansoni Egg, Adult Male and Female Comparative Gene Expression Analysis and

1081 Identification of Novel Genes by RNA-Seq. 2015, 9, e0004334 55

Targeted Sequencing Reveals Large-Scale Sequence Polymorphism in Maize Candidate Genes for
Biomass Production and Composition. 2015, 10, e0132120

. A Multidisciplinary Biospecimen Bank of Renal Cell Carcinomas Compatible with Discovery
79 Platforms at Mayo Clinic, Scottsdale, Arizona. 2015, 10, e0132831

swDMR: A Sliding Window Approach to Identify Differentially Methylated Regions Based on Whole
Genome Bisulfite Sequencing. 2015, 10, e0132866

1077 A Deluge of Complex Repeats: The Solanum Genome. 2015, 10, e0133962 12

High Throughput Sequencing of Entamoeba 27nt Small RNA Population Reveals Role in Permanent
Gene Silencing But No Effect on Regulating Gene Expression Changes during Stage Conversion,
Oxidative, or Heat Shock Stress. 2015, 10, e0134481

Single-Cell Genetic Analysis Using Automated Microfluidics to Resolve Somatic Mosaicism. 2015,
197510, 0135007 37

MORPHEUS, a Webtool for Transcription Factor Binding Analysis Using Position Weight Matrices
with Dependency. 2015, 10, e0135586

1073 Nucleosome Organization in Human Embryonic Stem Cells. 2015, 10, e0136314 15

Identification of Loci Associated with Drought Resistance Traits in Heterozygous Autotetraploid

Alfalfa (Medicago sativa L.) Using Genome-Wide Association Studies with Genotyping by
Sequencing. 2015, 10, e0138931

66



(2015-2015)

Prioritizing Clinically Relevant Copy Number Variation from Genetic Interactions and Gene Function

1071 Data. 2015, 10, 0139656 7

Validation of Pooled Whole-Genome Re-Sequencing in Arabidopsis lyrata. 2015, 10, e0140462

Profiling of Discrete Gynecological Cancers Reveals Novel Transcriptional Modules and Common

1069 Features Shared by Other Cancer Types and Embryonic Stem Cells. 2015, 10, e0142229

Random Tagging Genotyping by Sequencing (rtGBS), an Unbiased Approach to Locate Restriction
Enzyme Sites across the Target Genome. 2015, 10, e0143193

Identification of Genetic Variation between Obligate Plant Pathogens Pseudoperonospora

1067 cubensis and P. humuli Using RNA Sequencing and Genotyping-By-Sequencing. 2015, 10, e0143665 23

DNA Methylation Assessed by SMRT Sequencing Is Linked to Mutations in Neisseria meningitidis
Isolates. 2015, 10, e0144612

Cross-Species Transmission and Differential Fate of an Endogenous Retrovirus in Three Mammal

1005 | ineages. 2015, 11, e1005279 33

A Large Family of AvrLmé6-like Genes in the Apple and Pear Scab Pathogens, Venturia inaequalis and
Venturia pirina. 2015, 6, 980

Expression of young HERV-H loci in the course of colorectal carcinoma and correlation with

1063 molecular subtypes. 2015, 6, 40095-111 33

The developmental transcriptome landscape of bovine skeletal muscle defined by Ribo-Zero
ribonucleic acid sequencing. 2015, 93, 5648-58

1061 Circulating small non-coding RNA signature in head and neck squamous cell carcinoma. 2015, 6, 19246-63 68

Pervasive transcription read-through promotes aberrant expression of oncogenes and RNA
chimeras in renal carcinoma. 2015, 4,

1059 How to Isolate a Plant's Hypomethylome in One Shot. 2015, 2015, 570568 4

Challenges of the Unknown: Clinical Application of Microbial Metagenomics. 2015, 2015, 292950

1057 Predicting effective microRNA target sites in mammalian mRNAs. 2015, 4, 3825

The genomic landscape of fibrolamellar hepatocellular carcinoma: whole genome sequencing of
ten patients. 2015, 6, 755-70

RNA polymerase errors cause splicing defects and can be regulated by differential expression of
1055 RNA polymerase subunits. 2015, 4, 33

Carbonic anhydrase IX induction defines a heterogeneous cancer cell response to hypoxia and

mediates stem cell-like properties and sensitivity to HDAC inhibition. 2015, 6, 19413-27




CITATION REPORT

Abundant toxin-related genes in the genomes of beneficial symbionts from deep-sea hydrothermal
1053 vent mussels. 2015, 4, 07966 39

Reduced rate of copy number aberrations in mucinous colorectal carcinoma. 2015, 6, 25715-25

Identification of potential glucocorticoid receptor therapeutic targets in multiple myeloma. 2015,

1051 43, e006

12

Human Enhancers Are Fragile and Prone to Deactivating Mutations. 2015, 32, 2161-80

Developmental-stage-dependent transcriptional response to leukaemic oncogene expression. 2015

1049 6,7203 18

Spatial genomic heterogeneity within localized, multifocal prostate cancer. 2015, 47, 736-45

Combining tumor genome simulation with crowdsourcing to benchmark somatic

1047 single-nucleotide-variant detection. 2015, 12, 623-30 201

Microfluidic droplet enrichment for targeted sequencing. 2015, 43, e86

1045 Characterization and identification of hidden rare variants in the human genome. 2015, 16, 340 17

Single-cell transcriptogenomics reveals transcriptional exclusion of ENU-mutated alleles. 2015, 772, 55-62

Functional organization of the genome may shape the species boundary in the house mouse. 2015,
1043 32, 1208-20 45

TUT7 controls the fate of precursor microRNAs by using three different uridylation mechanisms.
2015, 34, 1801-15

Tont Genetic and epigenetic profiling of CLL disease progression reveals limited somatic evolution and 5
4 suggests a relationship to memory-cell development. 2015, 5, e303 J

Germline Mutations in the CDKN2B Tumor Suppressor Gene Predispose to Renal Cell Carcinoma.

2015, 5, 723-9

1039 agplus: a rapid and flexible tool for aggregation plots. Bioinformatics, 2015, 31, 3046-7 72 11

KLF4-dependent phenotypic modulation of smooth muscle cells has a key role in atherosclerotic
plague pathogenesis. 2015, 21, 628-37

1037 Structural basis for retroviral integration into nucleosomes. 2015, 523, 366-9 104

Population genomics of Bronze Age Eurasia. 2015, 522, 167-72

68



(2015-2015)

o Genome-Wide DNA Methylation Profiling Reveals Epigenetic Changes in the Rat Nucleus
35 Accumbens Associated With Cross-Generational Effects of Adolescent THC Exposure. 2015, 40, 2993-3005 93

RNA-seq Transcriptional Profiling of an Arbuscular Mycorrhiza Provides Insights into Regulated and
Coordinated Gene Expression in Lotus japonicus and Rhizophagus irregularis. 2015, 56, 1490-511

GENE REGULATION. Discrete functions of nuclear receptor Rev-erbEouple metabolism to the L
1933 clock. 2015, 348, 1488-92 99

Halvade: scalable sequence analysis with MapReduce. Bioinformatics, 2015, 31, 2482-8

Systematic DNA methylation analysis of multiple cell lines reveals common and specific patterns

1031 \yithin and across tissues of origin. 2015, 24, 4374-84 32

DNA Replication. 2015,

1029 Bioinformatics and Biomedical Engineering. 2015, 3

FCMM: A comparative metagenomic approach for functional characterization of multiple
metagenome samples. 2015, 115, 121-8

Cross talk between cytokine and hyperthermia-induced pathways: identification of different

1027 subsets of NF-B-dependent genes regulated by TNFiand heat shock. 2015, 290, 1979-90 13

Dynamic and Widespread [ncRNA Expression in a Sponge and the Origin of Animal Complexity.
2015, 32, 2367-82

Illumina Synthetic Long Read Sequencing Allows Recovery of Missing Sequences even in the

1025 vEinished" C. elegans Genome. 2015, 5, 10814 +

Resolving relationships within the palm subfamily Arecoideae (Arecaceae) using plastid sequences
derived from next-generation sequencing. 2015, 102, 888-99

1023 Functions of BET proteins in erythroid gene expression. 2015, 125, 2825-34 70

Whole-Genome Resequencing of Experimental Populations Reveals Polygenic Basis of Egg-Size
Variation in Drosophila melanogaster. 2015, 32, 2616-32

Inferring bona fide transfrags in RNA-Seq derived-transcriptome assemblies of non-model

1021 organisms. 2015, 16, 58 7

Divergence of transcriptional landscape occurs early in B cell activation. 2015, 8, 20

1019 Transcriptomic landscape of IncRNAs in inflammatory bowel disease. 2015, 7, 39 113

Sumoylation of Rap1 mediates the recruitment of TFIID to promote transcription of ribosomal

protein genes. 2015, 25, 897-906




CITATION REPORT

1017 RNA-Seq Data Analysis for Studying Abiotic Stress in Horticultural Plants. 2015, 197-220 2

Cross-species comparative analysis of Dicer proteins during Sindbis virus infection. 2015, 5, 10693

Cell-type-specific enrichment of risk-associated regulatory elements at ovarian cancer susceptibility

1015 |oci. 2015, 24, 3595-607 32

A New Bioinformatic Pipeline to Address the Most Common Requirements in RNA-seq Data
Analysis. 2015, 117-125

1013 LargeDEL: A tool for identifying large deletions in the whole genome sequencing data. 2015,

Cis-Regulatory Changes Associated with a Recent Mating System Shift and Floral Adaptation in
Capsella. 2015, 32, 2501-14

Complete genome and gene expression analyses of Asaia bogorensis reveal unique responses to

TOTT  ylture with mammalian cells as a potential opportunistic human pathogen. 2015, 22, 357-66 7

Chromatin state analysis of the barley epigenome reveals a higher-order structure defined by
H3K27me1 and H3K27me3 abundance. 2015, 84, 111-24

Comparative Genomics of Sibling Fungal Pathogenic Taxa Identifies Adaptive Evolution without

1009 Divergence in Pathogenicity Genes or Genomic Structure. 2015, 7, 3190-206 24

Next generation sequence assembler mis-assembly of phage genomes with terminal redundancy.
2015,

1007 Genomic legacy of the African cheetah, Acinonyx jubatus. 2015, 16, 277 99

Comparing targeted exome and whole exome approaches for genetic diagnosis of neuromuscular
disorders. 2015, 7, 26-31

1005 Genomic copy number variation in Mus musculus. 2015, 16, 497 28

Spatio-temporal regulation of circular RNA expression during porcine embryonic brain
development. 2015, 16, 245

Long-Read Single Molecule Sequencing to Resolve Tandem Gene Copies: The Mst77Y Region on the

1003 Drosophila melanogaster Y Chromosome. 2015, 5, 1145-50 29

Endogenous Small RNA Mediates Meiotic Silencing of a Novel DNA Transposon. 2015, 5, 1949-60

DPY-17 and MUA-3 Interact for Connective Tissue-Like Tissue Integrity in Caenorhabditis elegans: A

1001 Model fFor Marfan Syndrome. 2015, 5, 1371-8 5

Enrichment of H3K9me2 on Unsynapsed Chromatin in Caenorhabditis elegans Does Not Target de

Novo Sites. 2015, 5, 1865-78

70



(2015-2015)

High-Throughput Cloning of Temperature-Sensitive Caenorhabditis elegans Mutants with Adult

999 Syncytial Germline Membrane Architecture Defects. 2015, 5, 2241-55 1

Stable Patterns of CENH3 Occupancy Through Maize Lineages Containing Genetically Similar
Centromeres. 2015, 200, 1105-16

997 Inthe loop: promoter-enhancer interactions and bioinformatics. 2016, 17, 980-995 67

Evolution of Cis-Regulatory Elements and Regulatory Networks in Duplicated Genes of Arabidopsis.
2015, 169, 2982-91

Comparative sequence analyses of genome and transcriptome reveal novel transcripts and variants L
995 in the Asian elephant Elephas maximus. 2015, 40, 891-907 3

Gourds and squashes (Cucurbita spp.) adapted to megafaunal extinction and ecological
anachronism through domestication. 2015, 112, 15107-12

Alternative splicing and co-option of transposable elements: the case of TMPO/LAP2fnd ZNF451

993 in mammals. Bioinformatics, 2015, 31, 2257-61 26

Population Genomics of Infectious and Integrated Wolbachia pipientis Genomes in Drosophila
ananassae. 2015, 7, 2362-82

The contribution of cohesin-SA1 to gene expression and chromatin architecture in two murine

991 tissues. 2015, 43, 3056-67 20

Splice-shifting oligonucleotide (SSO) mediated blocking of an exonic splicing enhancer (ESE)
created by the prevalent c.903+469T>C MTRR mutation corrects splicing and restores enzyme
activity in patient cells. 2015, 43, 4627-39

989  Global analysis of RNA cleavage by 5'-hydroxyl RNA sequencing. 2015, 43, e108 31

Tailor: a computational framework for detecting non-templated tailing of small silencing RNAs.
2015, 43, e109

3 Allelome.PRO, a pipeline to define allele-specific genomic features from high-throughput ;
907 sequencing data. 2015, 43, e146 5

The chromatin environment shapes DNA replication origin organization and defines origin classes.
2015, 25, 1873-85

985 A Generic and Cell-Type-Specific Wound Response Precedes Regeneration in Planarians. 2015, 35, 632-645 139

The histone chaperone CAF-1 safeguards somatic cell identity. 2015, 528, 218-24

3 Evaluation of whole-genome sequencing of four Chinese crested dogs for variant detection using
93 theion proton system. 2015, 2, 16 5

Sequencing-based high throughput mutation detection in bread wheat. 2015, 16, 962

71



CITATION REPORT

Evolutionary Transition from Pathogenicity to Commensalism: Global Regulator Mutations Mediate

981 Fitness Gains through Virulence Attenuation. 2015, 32, 2883-96 3

Capture Hi-C reveals novel candidate genes and complex long-range interactions with related
autoimmune risk loci. 2015, 6, 10069

979 Genomic islands of speciation separate cichlid ecomorphs in an East African crater lake. 2015, 350, 1493-1498 204

Functional signatures of oral dysbiosis during periodontitis progression revealed by microbial
metatranscriptome analysis. 2015, 7, 27

Common Viral Integration Sites Identified in Avian Leukosis Virus-Induced B-Cell Lymphomas. 2015,

977 6,e01863-15 22

Scanindel: a hybrid framework for indel detection via gapped alignment, split reads and de novo
assembly. 2015, 7, 127

975 A parallel algorithm for -way interval set intersection. 2017, 105, 542-551 2

: a user-friendly web resource for genome-scale exploration of gene regulation in. 2015, 3-4, 48-55

A Molecular-Level Landscape of Diet-Gut Microbiome Interactions: Toward Dietary Interventions
973 Targeting Bacterial Genes. 2015, 6, €01263-15 29

Telomere maintenance through recruitment of internal genomic regions. 2015, 6, 8189

971 HiC-Pro: an optimized and flexible pipeline for Hi-C data processing. 2015, 16, 259 811

Predicting chromatin organization using histone marks. 2015, 16, 162

The histone methyltransferase SDG8 mediates the epigenetic modification of light and carbon

969 responsive genes in plants. 2015, 16, 79 62

Ameliorated de novo transcriptome assembly using Illumina paired end sequence data with Trinity
Assembler. 2015, 5, 352-9

967  Shifts in rDNA levels act as a genome buffer promoting chromosome homeostasis. 2015, 14, 3475-87 9

Stem cells. m6A mRNA methylation facilitates resolution of nalle pluripotency toward
differentiation. 2015, 347, 1002-6

965 Biased allelic expression in human primary fibroblast single cells. 2015, 96, 70-80 88

Use of next-generation sequencing and candidate gene analysis to identify underlying defects in

patients with inherited platelet function disorders. 2015, 13, 643-50

72



(2015-2015)

963 Genome-wide discovery of human splicing branchpoints. 2015, 25, 290-303 147

RAPTR-SV: a hybrid method for the detection of structural variants. Bioinformatics, 2015, 31, 2084-90

961 Direct regulation of diurnal Drd3 expression and cocaine reward by NPAS2. 2015, 77, 425-433 58

Analysis of changes to mRNA levels and CTCF occupancy upon TFlI-I knockdown. 2015, 4, 17-21

Behavioral and genomic characterization of molt-sleep in the tobacco hornworm, Manduca sexta.
959 2015, 62, 154-67

DoRiNA 2.0--upgrading the doRiNA database of RNA interactions in post-transcriptional regulation.
2015, 43, D160-7

957 Genome assembly and annotation of a Drosophila simulans strain from Madagascar. 2015, 15, 372-81 31

Characterization of limes (Citrus aurantifolia) grown in Bhutan and Indonesia using
high-throughput sequencing. 2014, 4, 4853

955 Improved data analysis for the MinlON nanopore sequencer. 2015, 12, 351-6 428

GenoMetric Query Language: a novel approach to large-scale genomic data management.
Bioinformatics, 2015, 31, 1881-8

PRDM16 binds MED1 and controls chromatin architecture to determine a brown fat transcriptional

953 program. 2015, 29, 298-307 86

Intermediate DNA methylation is a conserved signature of genome regulation. 2015, 6, 6363

Conserved epigenomic signals in mice and humans reveal immune basis of Alzheimer’s disease.
951 2015,518,365-9 390

Interclonal gradient of virulence in the Pseudomonas aeruginosa pangenome from disease and
environment. 2015, 17, 29-46

949 Human promoters are intrinsically directional. 2015, 57, 674-684 95

De novo transcriptome assembly for a non-model species, the blood-sucking bug Triatoma
brasiliensis, a vector of Chagas disease. 2015, 143, 225-39

947 BulkAligner: A novel sequence alignment algorithm based on graph theory and Trinity. 2015, 303, 120-133 2

Long ncRNA expression associates with tissue-specific enhancers. 2015, 14, 253-60

73



945

943

941

939

935

933

oL

oG

CITATION REPORT

Ribose-seq: global mapping of ribonucleotides embedded in genomic DNA. 2015, 12, 251-7,3 p

Following 257 81

HIV-1 integration landscape during latent and active infection. 2015, 160, 420-32

Accessible DNA and relative depletion of H3K9me2 at maize loci undergoing RNA-directed DNA
methylation. 2014, 26, 4903-17 70

ZNF143 provides sequence specificity to secure chromatin interactions at gene promoters. 2015, 2, 6186

Next-generation sequencing of duplication CNVs reveals that most are tandem and some create
fusion genes at breakpoints. 2015, 96, 208-20 93

Sequencing of the human IG light chain loci from a hydatidiform mole BAC library reveals
locus-specific signatures of genetic diversity. 2015, 16, 24-34

Semiconductor-based sequencing of genome-wide DNA methylation states. 2015, 10, 153-66 6

Ligand-dependent enhancer activation regulated by topoisomerase-l activity. 2015, 160, 367-80

Collateral Resistance and Sensitivity Modulate Evolution of High-Level Resistance to Drug

Combination Treatment in Staphylococcus aureus. 2015, 32, 1175-85 66

Abiotic Stress Biology in Horticultural Plants. 2015,

Resequencing 302 wild and cultivated accessions identifies genes related to domestication and 5
improvement in soybean. 2015, 33, 408-14 59

A sensitive approach to map genome-wide 5-hydroxymethylcytosine and 5-formylcytosine at
single-base resolution. 2015, 57, 750-761

Transcriptome-wide ribonuclease-mediated protein footprinting to identify RNA-protein
interaction sites. 2015, 72, 76-85

An Efficient Search Algorithm for Finding Genomic-Range Overlaps Based on the Maximum Range
Length. 2015, 12, 778-84

RNA-Sequencing and Methylome Analysis. 2015, 77-88 o)

RNase L targets distinct sites in influenza A virus RNAs. 2015, 89, 2764-76

Comparison of whole-genome (13X) and capture (87X) resequencing methods for SNP and
genotype callings. 2015, 46, 82-6

A deeply conserved, noncanonical miRNA hosted by ribosomal DNA. 2015, 21, 375-84

74



(2015-2015)

927 The use of museum specimens with high-throughput DNA sequencers. 2015, 79, 35-44 114

HTSeg--a Python framework to work with high-throughput sequencing data. Bioinformatics, 2015,
31, 166-9

925 The landscape of long noncoding RNAs in the human transcriptome. 2015, 47, 199-208 1789

RNA-Rocket: an RNA-Seq analysis resource for infectious disease research. Bioinformatics, 2015, 31, 149¢-8

923 dbSUPER: a database of super-enhancers in mouse and human genome. 2015, 0

In plants, decapping prevents RDR6-dependent production of small interfering RNAs from
endogenous mRNAs. 2015, 43, 2902-13

921  Schizophrenia gene expression profile reverted to normal levels by antipsychotics. 2014, 18, 23

AcrB drug-binding pocket substitution confers clinically relevant resistance and altered substrate
specificity. 2015, 112, 3511-6

Integrative analysis of public ChIP-seq experiments reveals a complex multi-cell regulatory
919 landscape. 2015, 43, e27 95

Expression and regulation of long noncoding RNAs in TLR4 signaling in mouse macrophages. 2015,
16, 45

. Comparative whole-genome analyses of selection marker-free rice-based cholera toxin B-subunit L
917 vaccine lines and wild-type lines. 2015, 16, 48 5

Pheromone receptor evolution in the cryptic leafroller species, Ctenopseustis obliquana and C.
herana. 2015, 80, 42-56

The Sweden Cancerome Analysis Network - Breast (SCAN-B) Initiative: a large-scale multicenter
915 infrastructure towards implementation of breast cancer genomic analyses in the clinical routine. 70
2015, 7,20

Identification of Target Genes Regulated by KSHV miRNAs in KSHV-Infected Lymphoma Cells. 2015,
21, 875-80

Characterizing and controlling intrinsic biases of lambda exonuclease in nascent strand sequencing
913 reveals phasing between nucleosomes and G-quadruplex motifs around a subset of human 59
replication origins. 2015, 25, 725-35

A generalized dSpliceType framework to detect differential splicing and differential expression
events using RNA-Seq. 2015, 14, 192-202

Targeted Next-Generation Sequencing Improves the Diagnosis of Autosomal Dominant Retinitis

911 pigmentosa in Spanish Patients. 2015, 56, 2173-82 37

Amplification of pico-scale DNA mediated by bacterial carrier DNA for small-cell-number

transcription factor ChIP-seq. 2015, 16, 46

75



CITATION REPORT

Rapid reprogramming of epigenetic and transcriptional profiles in mammalian culture systems.

999 2015, 16, 11 108

Targeted re-sequencing of five Douglas-fir provenances reveals population structure and putative
target genes of positive selection. 2015, 11, 1

Arabidopsis chloroplast mini-ribonuclease Il participates in rRNA maturation and intron recycling.
997 2015, 27, 724-40 33

Quantitative gene profiling of long noncoding RNAs with targeted RNA sequencing. 2015, 12, 339-42

o Evolutionary genomics. Evolutionary changes in promoter and enhancer activity during human L
995 corticogenesis. 2015, 347, 1155-9 59

Gateways to the FANTOMS5 promoter level mammalian expression atlas. 2015, 16, 22

o5 Ploidy-Seq: inferring mutational chronology by sequencing polyploid tumor subpopulations. 2015, 6
7,6

Sequence and analysis of a whole genome from Kuwaiti population subgroup of Persian ancestry.
2015, 16, 92

9o1 An automated analysis pipeline for a large set of ChIP-seq data: AutoChlP. 2015, 37, 305-311 1

ARGONAUTE?2 cooperates with SWI/SNF complex to determine nucleosome occupancy at human
Transcription Start Sites. 2015, 43, 1498-512

3 Ancient and novel small RNA pathways compensate for the loss of piRNAs in multiple independent 3
99 nematode lineages. 2015, 13, e1002061 7

A complete bacterial genome assembled de novo using only nanopore sequencing data. 2015, 12, 733-5

Strand-specific RNA sequencing in Plasmodium falciparum malaria identifies developmentally

897 regulated long non-coding RNA and circular RNA. 2015, 16, 454 104

A complete bacterial genome assembled de novo using only nanopore sequencing data. 2015,

3 Urocortin3 mediates somatostatin-dependent negative feedback control of insulin secretion. 2015,
95 21,769-76

Extrachromosomal circular DNA is common in yeast. 2015, 112, E3114-22

3 Genomic analysis reveals distinct mechanisms and functional classes of SOX10-regulated genes in 5
93 melanocytes. 2015, 24, 5433-50 ]

Comprehensive Annotation of Physcomitrella patens Small RNA Loci Reveals That the

Heterochromatic Short Interfering RNA Pathway Is Largely Conserved in Land Plants. 2015, 27, 2148-62




(2015-2015)

Divergence patterns of genic copy number variation in natural populations of the house mouse
891  (Mus musculus domesticus) reveal three conserved genes with major population-specific 55
expansions. 2015, 25, 1114-24

Comparative assessment of methods for the computational inference of transcript isoform
abundance from RNA-seq data. 2015, 16, 150

889 Ageneticinteractome of the let-7 microRNA in C. elegans. 2015, 401, 276-86 11

Surveying the lipogenesis landscape in Yarrowia lipolytica through understanding the function of a
Mga2p regulatory protein mutant. 2015, 31, 102-11

Examining the Causes and Consequences of Context-Specific Differential DNA Methylation in

887 Maize. 2015, 168, 1262-74 51

Telomerase reverse transcriptase regulates microRNAs. 2015, 16, 1192-208

Comparative phenomics and targeted use of genomics reveals variation in carbon and nitrogen

885 assimilation among different Brettanomyces bruxellensis strains. 2015, 99, 9123-34 37

Prolonged Cre expression driven by the Hnyosin heavy chain promoter can be cardiotoxic. 2015,
86, 54-61

Post-conversion targeted capture of modified cytosines in mammalian and plant genomes. 2015,

883 43 eg1 52

The global transcriptional landscape of Bacillus amyloliquefaciens XH7 and high-throughput
screening of strong promoters based on RNA-seq data. 2015, 571, 252-62

881 Allele-specific analysis of DNA replication origins in mammalian cells. 2015, 6, 7051 37

Global analysis of biogenesis, stability and sub-cellular localization of IncRNAs mapping to
intragenic regions of the human genome. 2015, 12, 877-92

3 Recurrent Mutations in the Basic Domain of TWIST2 Cause Ablepharon Macrostomia and 3
79 Barber-Say Syndromes. 2015, 97, 99-110 4

Molecular characterization of LC3-associated phagocytosis reveals distinct roles for Rubicon, NOX2
and autophagy proteins. 2015, 17, 893-906

877  Mango: a bias-correcting ChIA-PET analysis pipeline. Bioinformatics, 2015, 31, 3092-8 72 91

PRDM9 drives evolutionary erosion of hotspots in Mus musculus through haplotype-specific
initiation of meiotic recombination. 2015, 11, e1004916

875  Genomics of divergence along a continuum of parapatric population differentiation. 2015, 11, e1004966 97

Genomic landscape of carcinogen-induced and genetically induced mouse skin squamous cell

carcinoma. 2015, 21, 946-54

77



CITATION REPORT

873  Coexpression networks identify brain region-specific enhancer RNAs in the human brain. 2015, 18, 1168-74 54

Single-cell genomics-based analysis of virus-host interactions in marine surface bacterioplankton.
2015, 9, 2386-99

Dietary Modulation of Gut Microbiota Contributes to Alleviation of Both Genetic and Simple

871 Obesity in Children. 2015, 2, 968-84 198

POPULATION GENETICS. Genomic evidence for the Pleistocene and recent population history of
Native Americans. 2015, 349, aab3884

869 Small RNA Transcriptome of the Oral Microbiome during Periodontitis Progression. 2015, 81, 6688-99 24

Alternative preprocessing of RNA-Sequencing data in The Cancer Genome Atlas leads to improved
analysis results. Bioinformatics, 2015, 31, 3666-72

SETDB1 modulates PRC2 activity at developmental genes independently of H3K9 trimethylation in

867 mouse ES cells. 2015, 25, 1325-35 23

Saturation analysis of ChIP-seq data for reproducible identification of binding peaks. 2015, 25, 1391-400

865 Histone H3.3 maintains genome integrity during mammalian development. 2015, 29, 1377-92 101

miR-137 Targets p160 Steroid Receptor Coactivators SRC1, SRC2, and SRC3 and Inhibits Cell
Proliferation. 2015, 29, 1170-83

FOXG1-Dependent Dysregulation of GABA/Glutamate Neuron Differentiation in Autism Spectrum

863 Dpisorders. 2015, 162, 375-390 671

Characterization of the genome-wide TLX1 binding profile in T-cell acute lymphoblastic leukemia.
2015, 29, 2317-27

Novel POC1A mutation in primordial dwarfism reveals new insights for centriole biogenesis. 2015,

861 54 537887

21

RNF17 blocks promiscuous activity of PIWI proteins in mouse testes. 2015, 29, 1403-15

3 Transposable elements contribute to activation of maize genes in response to abiotic stress. 2015, 5
59 11, 1004915 39

Mod-seq: A High-Throughput Method for Probing RNA Secondary Structure. 2015, 558, 125-152

3 SUMO ligase PIAS1 functions as a target gene selective androgen receptor coregulator on prostate 3
57 cancer cell chromatin. 2015, 43, 848-61 4

Integrated genomic analysis suggests MLL3 is a novel candidate susceptibility gene for familial

nasopharyngeal carcinoma. 2015, 24, 1222-8




(2015-2015)

3 Massively parallel quantification of the regulatory effects of noncoding genetic variation in a °
55 human cohort. 2015, 25, 1206-14 7

Cas9-chromatin binding information enables more accurate CRISPR off-target prediction. 2015, 43, e118

853  The complete mitochondrial genome of Papilio glaucus and its phylogenetic implications. 2015, 5, 68-83 17

bacterial infection drives the expression dynamics of microRNAs and their isomiRs. 2015, 11, e1005064

Discovery of transcription factors and regulatory regions driving in vivo tumor development by
ATAC-seq and FAIRE-seq open chromatin profiling. 2015, 11, e1004994

Next-generation re-sequencing as a tool for rapid bioinformatic screening of presence and absence
of genes and accessory chromosomes across isolates of Zymoseptoria tritici. 2015, 79, 71-5

3 Tissue-specific effects of genetic and epigenetic variation on gene regulation and splicing. 2015, 140
49 11, 1004958 4

Genetics of RA susceptibility, what comes next?. 2015, 1, e000028

Characterization of TCF21 Downstream Target Regions Identifies a Transcriptional Network Linking

847 Multiple Independent Coronary Artery Disease Loci. 2015, 11, e1005202 36

A comparative analysis of methylome profiles of Campylobacter jejuni sheep abortion isolate and
gastroenteric strains using PacBio data. 2014, 5, 782

In search of pathogens: transcriptome-based identification of viral sequences from the pine

845 processionary moth (Thaumetopoea pityocampa). 2015, 7, 456-79 1

Transcriptome sequencing uncovers novel long noncoding and small nucleolar RNAs dysregulated
in head and neck squamous cell carcinoma. 2015, 21, 1122-34

843 G&T-seq: parallel sequencing of single-cell genomes and transcriptomes. 2015, 12, 519-22 443

The small RNA content of human sperm reveals pseudogene-derived piRNAs complementary to
protein-coding genes. 2015, 21, 1085-95

The chimerical genome of Isla del Coco feral pigs (Costa Rica), an isolated population since 1793

but with remarkable levels of diversity. 2015, 24, 2364-78 11

Genome distribution of replication-independent histone H1 variants shows H1.0 associated with
nucleolar domains and H1X associated with RNA polymerase ll-enriched regions. 2015, 290, 7474-91

839 Assessing the performance of the Oxford Nanopore Technologies MinION. 2015, 3, 1-8 301

Annotation of the goat genome using next generation sequencing of microRNA expressed by the

lactating mammary gland: comparison of three approaches. 2015, 16, 285

79



CITATION REPORT

3 Immunoglobulin transcript sequence and somatic hypermutation computation from unselected L
37 RNA-seq reads in chronic lymphocytic leukemia. 2015, 112, 4322-7 3

Reappearance of Salmonella serovar Choleraesuis var. Kunzendorf in Danish pig herds. 2015, 176, 282-91

3 Myc and SAGA rewire an alternative splicing network during early somatic cell reprogramming.
35 2015, 29, 803-16 55

Pan-cancer transcriptome analysis reveals long noncoding RNAs with conserved function. 2015, 12, 628-42

3 High-throughput and quantitative assessment of enhancer activity in mammals by CapStarr-seq.
33 2015, 6, 6905 93

The Tyrosine Aminomutase TAM1 Is Required for 0-Tyrosine Biosynthesis in Rice. 2015, 27, 1265-78

Genome-wide characterization of microsatellites and marker development in the carcinogenic liver
fluke Clonorchis sinensis. 2015, 114, 2263-72 9

On the positive role of doping Cu and N2 on TiO2 in improving dye degradation efficiency:
Providing reaction mechanisms. 2015, 32, 1586-1597

Targeted gene mutation in tetraploid potato through transient TALEN expression in protoplasts. 3
2015, 204, 17-24 7

Tracing melioidosis back to the source: using whole-genome sequencing to investigate an outbreak
originating from a contaminated domestic water supply. 2015, 53, 1144-8

STAT3 acts through pre-existing nucleosome-depleted regions bound by FOS during an epigenetic

switch linking inflammation to cancer. 2015, 8, 7 26

GBSX: a toolkit for experimental design and demultiplexing genotyping by sequencing
experiments. 2015, 16, 73

Evidence that natural selection maintains genetic variation for sleep in Drosophila melanogaster.
2015, 15, 41

Identification of gene co-expression clusters in liver tissues from multiple porcine populations with
high and low backfat androstenone phenotype. 2015, 16, 21

Extrapolating histone marks across developmental stages, tissues, and species: an enhancer

prediction case study. 2015, 16, 104 12

Analysis of RNA decay factor mediated RNA stability contributions on RNA abundance. 2015, 16, 154

Areliable method for the detection of BRCA1 and BRCA2 mutations in fixed tumour tissue utilising

821 multiplex PCR-based targeted next generation sequencing. 2015, 15, 5 38

miR-10b-5p expression in Huntington's disease brain relates to age of onset and the extent of

striatal involvement. 2015, 8, 10

8o



(2015-2015)

A whole-genome shotgun approach for assembling and anchoring the hexaploid bread wheat

819 " genome. 2015, 16, 26

190

SNES: single nucleus exome sequencing. 2015, 16, 55

Comparison of Next-Generation Sequencing Versus Biological Indexing for the Optimal Detection

of Viral Pathogens in Grapevine. 2015, 105, 758-63 81

817

Genome-wide profiling of the C. elegans dsRNAome. 2015, 21, 786-800

Habitat visualization and genomic analysis of "Candidatus Pantoea carbekii," the primary symbiont

815 of the brown marmorated stink bug. 2015, 7, 620-35 38

Argonaute 2 Binds Directly to tERNA Genes and Promotes Gene Repression in cis. 2015, 35, 2278-94

Common binding by redundant group B Sox proteins is evolutionarily conserved in Drosophila.

813 5015, 16, 292 9

The ensembl regulatory build. 2015, 16, 56

Human endogenous retroviruses sustain complex and cooperative regulation of gene-containing

811 loci and unannotated megabase-sized regions. 2015, 12, 32 13

Transcription and translation of the rpsJ, rpIN and rRNA operons of the tubercle bacillus. 2015, 161, 719-28

Factors influencing success of clinical genome sequencing across a broad spectrum of disorders.

8099 2015, 47, 717-726 244

Mitochondrially-imported RNA in drug discovery. 2015, 76, 61-71

Social evolution. Genomic signatures of evolutionary transitions from solitary to group living. 2015,

807 348 1139-43

Noncoding RNA. piRNA-guided transposon cleavage initiates Zucchini-dependent, phased piRNA
production. 2015, 348, 817-21

Whole-transcriptome sequencing for high-resolution transcriptomic analysis in Mycobacterium

805 tuberculosis. 2015, 1285, 17-30 9

Stress-induced endogenous siRNAs targeting regulatory intron sequences in Brachypodium. 2015,
21, 145-63

The genome-wide effects of ionizing radiation on mutation induction in the mammalian germline.

803 2015, 6, 6684 83

Drosophila muller f elements maintain a distinct set of genomic properties over 40 million years of

evolution. 2015, 5, 719-40

81



CITATION REPORT

801 Most highly expressed protein-coding genes have a single dominant isoform. 2015, 14, 1880-7 78

RNA sequencing of laser-capture microdissected compartments of the maize kernel identifies
regulatory modules associated with endosperm cell differentiation. 2015, 27, 513-31

Extensive microRNA-mediated crosstalk between IncRNAs and mRNAs in mouse embryonic stem

799 cells. 2015, 25, 655-66 82

Polyploidy can drive rapid adaptation in yeast. 2015, 519, 349-52

797  Comparative Analysis of Bivalent Domains in Mammalian Embryonic Stem Cells. 2015, 391-402

Multiplex single cell profiling of chromatin accessibility by combinatorial cellular indexing. 2015,
348,910-4

795  Scripps Genome ADVISER: Annotation and Distributed Variant Interpretation SERver. 2015, 10, e0116815 12

PPAR-fand glucocorticoid receptor synergize to promote erythroid progenitor self-renewal. 2015,
522,474-7

Imprinted expression in cystic embryoid bodies shows an embryonic and not an extra-embryonic
793 pattern. 2015, 402, 291-305

Spontaneous dominant mutations in chlamydomonas highlight ongoing evolution by gene
diversification. 2015, 27, 984-1001

791 N6-methyldeoxyadenosine marks active transcription start sites in Chlamydomonas. 2015, 161, 879-892 316

FEATnotator: A tool for integrated annotation of sequence features and variation, facilitating
interpretation in genomics experiments. 2015, 79-80, 11-7

3 HDAC inhibition attenuates cardiac hypertrophy by acetylation and deacetylation of target genes. 3
799 2015, 10, 418-30 3

Human genomics. The human transcriptome across tissues and individuals. 2015, 348, 660-5

3 Human genomics. The Genotype-Tissue Expression (GTEXx) pilot analysis: multitissue gene
797 regulation in humans. 2015, 348, 648-60 3242

A Potential Contributory Role for Ciliary Dysfunction in the 16p11.2 600 kb BP4-BP5 Pathology.
2015, 96, 784-96

3 TNFEignaling exposes latent estrogen receptor binding sites to alter the breast cancer cell 6
795 transcriptome. 2015, 58, 21-34 9

A KAP1 phosphorylation switch controls MyoD function during skeletal muscle differentiation.

2015, 29, 513-25

82



(2015-2015)

783  Neighboring Genes Show Correlated Evolution in Gene Expression. 2015, 32, 1748-66 66

SNPfisher: tools for probing genetic variation in laboratory-reared zebrafish. 2015, 142, 1542-52

An evolutionary metabolic engineering approach for enhancing lipogenesis in Yarrowia lipolytica.

781 2015, 29, 36-45

105

MUGBAS: a species free gene-based programme suite for post-GWAS analysis. Bioinformatics, 2015,
31, 2380-1

779 ldentification of active transcriptional regulatory elements from GRO-seq data. 2015, 12, 433-8 112

THEMIS is required for pathogenesis of cerebral malaria and protection against pulmonary
tuberculosis. 2015, 83, 759-68

777  Targeting the MLL complex in castration-resistant prostate cancer. 2015, 21, 344-52 126

hiCLIP reveals the in vivo atlas of mMRNA secondary structures recognized by Staufen 1. 2015, 519, 491-4

775  Canine urothelial carcinoma: genomically aberrant and comparatively relevant. 2015, 23, 311-31 40

Genome-wide identification and characterization of aquaporin gene family in common bean
(Phaseolus vulgaris L.). 2015, 290, 1771-85

ANGPTL2 increases bone metastasis of breast cancer cells through enhancing CXCR4 signaling.

773 2015, 5,9170 36

elF3 targets cell-proliferation messenger RNAs for translational activation or repression. 2015, 522, 111-4

771 Nascent transcription affected by RNA polymerase IV in Zea mays. 2015, 199, 1107-25 47

The autism-associated chromatin modifier CHD8 regulates other autism risk genes during human
neurodevelopment. 2015, 6, 6404

769  Mutations in SLC12A5 in epilepsy of infancy with migrating focal seizures. 2015, 6, 8038 104

Shared Enhancer Activity in the Limbs and Phallus and Functional Divergence of a Limb-Genital
cis-Regulatory Element in Snakes. 2015, 35, 107-19

767  Hereditary spastic paraplegia with recessive trait caused by mutation in KLC4 gene. 2015, 60, 763-8 12

PBX3 is targeted by multiple miRNAs and is essential for liver tumour-initiating cells. 2015, 6, 8271

83



CITATION REPORT

6 Precise Identification of Genome-Wide Transcription Start Sites in Bacteria by 5'-Rapid
795 Amplification of cDNA Ends (5'-RACE). 2015, 1334, 143-59

Mediator kinase inhibition further activates super-enhancer-associated genes in AML. 2015, 526, 273-276

6 Modulation of MicroRNA Cluster miR-183-96-182 Expression by Epstein-Barr Virus Latent
793 Membrane Protein 1. 2015, 89, 12178-88 9

mRIN for direct assessment of genome-wide and gene-specific mMRNA integrity from large-scale
RNA-sequencing data. 2015, 6, 7816

Loss of EZH2 results in precocious mammary gland development and activation of

761 STAT5-dependent genes. 2015, 43, 8774-89 27

Genomic Correlates of Virulence Attenuation in the Deadly Amphibian Chytrid Fungus,
Batrachochytrium dendrobatidis. 2015, 5, 2291-8

759 Intron retention is a widespread mechanism of tumor-suppressor inactivation. 2015, 47, 1242-8 217

Adaptation to Low Salinity Promotes Genomic Divergence in Atlantic Cod (Gadus morhua L.). 2015,
7,1644-63

757  Enhanced virome sequencing using targeted sequence capture. 2015, 25, 1910-20 133

Estimation of isoform expression in RNA-seq data using a hierarchical Bayesian model. 2015, 13, 1542001

755  DNA-Protein Interactions. 2015,

Population genomic evidence for adaptive differentiation in Baltic Sea three-spined sticklebacks.
2015, 13, 19

753  Equalizer reduces SNP bias in Affymetrix microarrays. 2015, 16, 238 6

Unravelling the genome of Holy basil: an "incomparable" "elixir of life" of traditional Indian

medicine. 2015, 16, 413

B i-cisTarget 2015 update: generalized cis-regulatory enrichment analysis in human, mouse and fly.
75T 2015, 43, W57-64 99

GO2TR: a gene ontology-based workflow to generate target regions for target enrichment
experiments. 2015, 7, 851-857

749  Intronic regulation of Aire expression by Jmjdé for self-tolerance induction in the thymus. 2015, 6, 8820 23

ChEC-seq kinetics discriminates transcription factor binding sites by DNA sequence and shape in

vivo. 2015, 6, 8733

84



(2023-2015)

Highly specific epigenome editing by CRISPR-Cas9 repressors for silencing of distal regulatory
747 elements. 2015, 12, 1143-9 554

Assessing the translational landscape of myogenic differentiation by ribosome profiling. 2015, 43, 4408-28

Novel DICER-LIKE1 siRNAs Bypass the Requirement for DICER-LIKE4 in Maize Development. 2015, L
745 27,2163-77 5

Direct target network of the Neurospora crassa plant cell wall deconstruction regulators CLR-1,
CLR-2, and XLR-1. 2015, 6, e01452-15

743  Early divergent strains of Yersinia pestis in Eurasia 5,000 years ago. 2015, 163, 571-82 294

Chromosomal copy number variation reveals differential levels of genomic plasticity in distinct
Trypanosoma cruzi strains. 2015, 16, 499

L Mirinho: An efficient and general plant and animal pre-miRNA predictor for genomic and deep L
74 sequencing data. 2015, 16, 179 3

Multiomics Based Association Mapping in Wheat Reveals Genetic Architecture of Quality and
Allergenic Related Proteins. 2023, 24, 1485

Learning functional conservation between pig and human to decipher evolutionary mechanisms
739 underlying gene expression and complex trait.

Tissue-specific chromatin binding patterns ofC. elegansheterochromatin proteins HPL-1 and HPL-2
reveal differential roles in the regulation of gene expression.

An atlas of transcribed human cardiac promoters and enhancers reveals an important role of
737 regulatory elements in heart failure. 2023, 2, 58-75

Understanding the evolution of miRNA biogenesis machinery in plants with special focus on rice.
2023, 23,

Plant-specific histone deacetylases associate with ARGONAUTE4 to promote heterochromatin
735 stabilization and plant heat tolerance.

Potentially reduced fusogenicity of syncytin-2 in New World monkeys.

Integrated multi-omics profiling yields a clinically relevant molecular classification for esophageal
733 squamous cell carcinoma. 2023, 41, 181-195.e9

Recognition of Pep-13/25 MAMPs of Phytophthora localizes to an RLK locus in Solanum
microdontum. 13,

; Specific expression of alternatively spliced genes in the turkey (Meleagris gallopavo) reproductive
73 tract revealed their function in spermatogenesis and post-testicular sperm maturation. 2023, 102484

A genome-wide relay of signalling-responsive enhancers drives hematopoietic specification. 2023,

14,




CITATION REPORT

729  Annotation of uORFs in the OMIM genes allows to reveal pathogenic variants in 5?UTRs. fe)

Chromosome-level genome assembly of the Cape cliff lizard (Hemicordylus capensis).

727  Comparative epigenome analysis using Infinium DNA methylation BeadChips. o)

The AT-hook is an evolutionarily conserved auto-regulatory domain of SWI/SNF required for cell
lineage priming.

Genome-wide analysis of aberrant position and sequence of plasma DNA fragment ends in patients
725 with cancer. 2023, 15,

FastViromeExplorer-Novel: Recovering Draft Genomes of Novel Viruses and Phages in
Metagenomic Data.

723  Genetic dissection of cassava brown streak disease in a genomic selection population. 13, fe)

Generation of bioactive MSC-EVs for bone tissue regeneration by tauroursodeoxycholic acid
treatment. 2023, 354, 45-56

A genome-wide computational approach to define microRNA-Polycomb/trithorax gene regulatory

721 Circuits i Drosophila. 2023, 495, 63-75

CRISPR/Cas9-mediated precision integration of fat-1 and fat-2 from Caenorhabditis elegans at long
repeated sequence in channel catfish (Ictalurus punctatus) and the impact on n-3 fatty acid level.
2023, 567, 739229

; Potential to mitigate nitrogen emissions from paddy runoff: A microbiological perspective. 2023,
719 865,161306

Identification of potential proteins translated from circular RNA splice variants. 2023, 102, 151286

717  Chromatin-bound protein colocalization analysis usinglbedGraph2Cluster and PanChlIP. 2023, 4, 101991 fe)

Helopeltis theivoralResponsive Transcriptomic Reprogramming Uncovers Long Non-coding RNAs as
Possible Regulators of Primary and Secondary Metabolism in Tea Plant.

. Differential Grainy head binding correlates with variation in chromatin structure and gene
715 expression in Drosophila melanogaster. 2022, 23,

Metagenomic analysis of viral genes integrated in whole genome sequencing data of Thai patients
with Brugada syndrome. 2022, 20, e44

713  CANTRK. 2022, 1

Chromosome-Scale Genome Assembly and Annotation of Allotetraploid Annual Bluegrass (Poa

annua L.). 2023, 15,

86



(2022-2023)

A Cautionary Tale of Sexing by Methylation: Hybrid Bisulfite-Conversion Sequencing of
711 Immunoprecipitated Methylated DNA in Chrysemys picta Turtles with Temperature-Dependent Sex o
Determination Reveals Contrasting Patterns of Somatic and Gonadal Methylation, but No

CLIP-Seq Analysis Enables the Design of Ribosomal RNA Bait Oligonucleotides That Protect

AgainstCOORF72ALS/FTD-Associated Poly-GR Pathophysiology.

Distinct patterns of RNA polymerase Il and transcriptional elongation characterize mammalian
799 genome activation. 2022, 41, 111865

Phylogenomics and systematics of Entomobryoidea (Collembola): marker design, phylogeny and

classification.

o A chromosome-scale genome assembly of Dasypyrum villosum, a genetic resource for wheat
797 improvement, provides insights into its broad-spectrum disease resistance. 2022,

Pioneer transcription factors coordinate active and repressive gene expression states to regulate
cell Fate.

705 A new type of transcriptional reprogramming by an IRF4 mutation in lymphoma. 0

New insights into genome annotation in Podospora anserina through re-exploiting multiple
RNA-seq data. 2022, 23,

Antisense-oligonucleotide-mediated perturbation of long non-coding RNA reveals functional
793 features in stem cells and across cell types. 2022, 41, 111893

Discovery of fusion circular RNAs in leukemia with KMT2A::AFF1 rearrangements by the new
software CircFusion. 2023, 24,

Phages are important unrecognized players in the ecology of the oral pathogenPorphyromonas

79T gingivalis.

Copy number variants alter local and global mutational tolerance.

699 Multi-omics profiling visualizes dynamics of cardiac development and functions. 2022, 41, 111891 fe)

Differential response to prolonged amoxicillin treatment: long-term resilience of the microbiome
versus long-lasting perturbations in the gut resistome. 2023, 15,

6 Disruption of the ATXN1-CIC complex reveals the role of additional nuclear ATXN1 interactors in
97 spinocerebellar ataxia type 1. 2022,

Genome-wide DNA methylation predicts environmentally driven life history variation in a marine
fish.

6 Ancestral reconstruction reveals catalytic inactivation of activation-induced cytidine deaminase
95 concomitant with cold water adaption in the Gadiformes bony fish. 2022, 20,

374. Multibreed sequence level genome-wide association study of semen traits in tropical

Australian cattle. 2022,




CITATION REPORT

693 558.Unravelling regulatory variants affecting gene expression in four porcine tissues. 2022, fe)

High-depth whole-genome sequencing identifies structure variants, copy number variants and
short tandem repeats associated with ParkinsonH disease.

Accelerated SARS-CoV-2 intrahost evolution leading to distinct genotypes during chronic infection.

691 2023, 100943

Expansion of ventral foregut is linked to changes in the enhancer landscape for organ-specific
differentiation.

B1 SINE-binding ZFP266 impedes mouse iPSC generation through suppression of chromatin

689 opening mediated by reprogramming factors. 2023, 14,

Ochratoxin A induces endoplasmic reticulum stress and fibrosis in the kidney via the
HIF-1fmiR-155-5p link. 2023, 10, 133-145

687 Histone deacetylation regulates de novo shoot regeneration. fe)

ZBTB18 restricts chromatin accessibility and prevents transcriptional adaptations that drive
metastasis. 2023, 9,

BLEND: a fast, memory-efficientlhnd accurate mechanism to find fuzzy seed matches in genome

685 analysis. 2023, 5,

Deciphering gene contributions and etiologies of somatic mutational signatures of cancer.

Impact of electro-activated whey on growth, acid and bile resistance of Lacticaseibacillus

683 rhamnosus GG and Lactobacillus acidophilus ATCC 4356. 2023, 9, e13154

Epigenetic and transcriptional regulations prime cell fate before division during human pluripotent
stem cell differentiation. 2023, 14,

681 Three-dimensional chromatin architecture datasets for aging and AlzheimerB disease. 2023, 10, fe)

A novel probe set for the phylogenomics and evolution of RTA spiders.

679 T-REX17is a transiently expressed non-coding RNA essential for human endoderm formation. 12, fe)

BRWD1 orchestrates chromatin topology by converting static to dynamic cohesin complexes.

6 Macrophage differentiation is marked by increased abundance of the mRNA 3[&nd processing
77 machinery, altered poly(A) site usage, and sensitivity to the level of CstF64. 14,

Integrative ensemble modelling of cetuximab sensitivity in colorectal cancer PDXs.

88



(2023-2023)

675 Chromatin landscape governing murine epidermal differentiation. 2023, fe)

Genome-wide analysis of transcriptome and histone modifications in Brassica napus hybrid. 14,

6 Oncogenic ERRB2 signals through the AP-1 transcription factor to control mesenchymal-like
/3 properties of oesophageal adenocarcinoma. 2023, 5,

Acute appendicitis manifests as two microbiome state types with oral pathogens influencing
severity. 2023, 15,

671  Computational Analysis of Maize Enhancer Regulatory Elements Using ATAC-STARR-seq. 0

Oligonucleotide-directed proximity-interactome mapping (O-MAP): A unified method for
discovering RNA-interacting proteins, transcripts and genomic lociin situ.

669 ETV6 dependency in Ewing sarcoma by antagonism of EWS-FLI1-mediated enhancer activation. fe)

Nuclear genetic control of mtDNA copy number and heteroplasmy in humans.

High-density linkage maps and chromosome level genome assemblies unveil direction and
667 frequency of extensive structural rearrangements in wood white butterflies (Leptidea spp.). 2023, 1
31,

Specificity Guides Interpretation: On H3K4 Methylation at Enhancers and Broad Promoters.

Genome-wide identification and characterization of exapted transposable elements in the large

665 genome of sunflower ( Helianthus annuus L.).

Disentangling the complex gene interaction networks between rice and the blast fungus identifies
a new pathogen effector. 2023, 21, e3001945

An atlas of lamina-associated chromatin across twelve human cell types reveals an intermediate

663 chromatin subtype. 2023, 24,

Evaluating the mouse neural precursor line, SN4741, as a suitable proxy for midbrain dopaminergic
neurons.

Integration of genetic fine-mapping and multi-omics data reveals candidate effector genes for

661 hypertension.

Natural hybridization reduces vulnerability to climate change.

659 Genome-wide mapping of proteinDNA damage interaction by PADD-seq. o)

Auxin-inducible degron 2 system deciphers functions of CTCF domains in transcriptional regulation.

2023, 24,

89



CITATION REPORT

657  Analysis of Domestication Loci in Wild Rice Populations. 2023, 12, 489 fe)

CAFuncAPA: a knowledgebase for systematic functional annotations of APA events in human
cancers. 2023, 5,

6 RUNX1 is required in granulocyte-monocyte progenitors to attenuate inflammatory cytokine
55 production by neutrophils.

HSFA1a modulates plant heat stress responses and alters the 3D chromatin organization of
enhancer-promoter interactions. 2023, 14,

6 Sensitized piRNA reporter identifies multiple RNA processing factors involved in piRNA-mediated
oy gene silencing.

Strains Colonizing Different Intestinal Sites within an Individual Are Derived from a Single Founder
Population.

Microevolutionary dynamics of eccDNA in Chinese hamster ovary cells grown in fed-batch cultures

651 under control and lactate-stressed conditions. 2023, 13,

Sex chromosome evolution in beetles.

649 ChromDL: A Next-Generation Regulatory DNA Classifier. 0

Predicting Chromatin Interactions from DNA Sequence Using DeepC. 2023, 19-42

647 Rapid, nonparallel genomic evolution of Brassica rapa (field mustard) under experimental drought. o)

A macroevolutionary role for chromosomal fusion and fission inErebiabutterflies.

645  Utility of long-read sequencing for All of Us. fe)

Telomerase-independent survival leads to a mosaic of complex subtelomere rearrangements
inChlamydomonas reinhardtii.

6 A multimorphic mutation in IRF4 causes human autosomal dominant combined immunodeficiency.
43 2023, 8, ©

Dynamic changes in whole genome DNA methylation, chromatin and gene expression during
mouse lens differentiation. 2023, 16,

Pseudouridine prevalence in Kaposif sarcoma-associated herpesvirus transcriptome reveals an

641 essential mechanism for viral replication.

DEtail-seq is an ultra-efficient and convenient method for meiotic DNA break profiling in multiple

organisms.

90



(2023

6 Genomic vulnerability to climate change and mutation load are affected by past declines in
39 effective population size in two sedentary arctic bird species.

Genome Evolution and the Future of Phylogenomics of Non-Avian Reptiles. 2023, 13, 471

6 maxATAC: Genome-scale transcription-factor binding prediction from ATAC-seq with deep neural
37 networks. 2023, 19, e1010863

Comprehensive analysis of mutational signatures reveals distinct patterns and molecular processes
across 27 pediatric cancers.

6 Single-cell RNA binding protein regulatory network analyses reveal oncogenic HNRNPK-MYC
35 signalling pathway in cancer. 2023, 6,

Resolving the haplotypes of arbuscular mycorrhizal fungi highlights the role of two nuclear
populations in host interactions.

6 Duck pan-genome reveals two transposon-derived structural variations caused bodyweight
o0 enlarging and white plumage phenotype formation during evolution.

Client Applications and Server-Side Docker for Management of RNASeq and/or VariantSeq
WorkFflows and Pipelines of the GPRO Suite. 2023, 14, 267

Enrichment of oral-derived bacteria in inflamed colorectal tumors and distinct associations of
Fusobacterium in the mesenchymal subtype. 2023, 100920

Nanopore-based direct RNA sequencing of theTrypanosoma bruceitranscriptome identifies novel
(NncRNAs.

Rapid PTEFb-dependent transcriptional reorganization underpins the glioma adaptive response to
radiotherapy.

Intravesical BCG in patients with non-muscle invasive bladder cancer induces trained immunity and
decreases respiratory infections. 2023, 11, e005518

Inhibition of EZH2 Causes Retrotransposon Derepression and Immune Activation in Porcine Lung

627 Alveolar Macrophages. 2023, 24, 2394

Phylogeny and cross-regulation of the YjjM and LeuO transcription factors translated as multiple
protein forms from one gene in Escherichia coli. 2023, 18, 1-14

625 Atranscriptional and regulatory map of mouse somitogenesis. o

TRIM28 secures skeletal stem cell fate during skeletogenesis by silencing neural gene expression
and repressing GREM1/AKT/mTOR signaling axis. 2023, 42, 112012

A temporal in vivo catalogue of chromatin accessibility and expression profiles in pineoblastoma
reveals a prevalent role for repressor elements. gr.277037.122

A chromosome-level reference genome and pangenome for barn swallow population genomics.

2023, 42, 111992

91



CITATION REPORT

621 Genome-wide RNA polymerase stalling shapes the transcriptome during aging. fe)

Differential effects of pre-mRNA splicing inhibitors on RNA polymerase Il transcription.

Pan-3D genome analysis reveals structural and functional differentiation of soybean genomes.

619 2023, 24,

Origin, Genetic Variation and Molecular Epidemiology of SARS-CoV-2 Strains Circulating in Sardinia
(Italy) during the First and Second COVID-19 Epidemic Waves. 2023, 15, 277

617 Inversions maintain differences between migratory phenotypes of a songbird. 2023, 14, o)

Gene Regulatory Interactions at Lamina-Associated Domains. 2023, 14, 334

In Vivo Dissection of Chamber-Selective Enhancers Reveals Estrogen-Related Receptor as a

615 Regulator of Ventricular Cardiomyocyte Identity.

A Comprehensive Investigation of Genomic Variants in Prostate Cancer Reveals 30 Putative
Regulatory Variants. 2023, 24, 2472

Genomic Sequence of Canadian Chenopodium berlandieri: A North American Wild Relative of

613 Quinoa. 2023, 12, 467

Histone acetylation insulator SET orchestrates PP2A inhibition and super-enhancer activation.

scm6A-seq reveals single-cell landscapes of the dynamic m6A during oocyte maturation and early

611 embryonic development. 2023, 14,

Mis-spliced transcripts generatede novoproteins in TDP-43-related ALS/FTD.

609 T helper cells exhibit a dynamic and reversible 30TR landscape. fe)

Common genetic variants contribute to heritability of age at onset of schizophrenia.

Agueous microRNA profiling in age-related macular degeneration and polypoidal choroidal

607 vasculopathy by next-generation sequencing. 2023, 13,

Comparative analyses of copy number variations between swamp buffaloes and river buffaloes.

PerturbSci-Kinetics: Dissecting key regulators of transcriptome kinetics through scalable single-cell

605 RNA profiling of pooled CRISPR screens.

Promoter-pervasive transcription causes RNA polymerase Il pausing to boost DOG1 expression in

response to salt.

92



601

599

597

595

593

591

589

587

Super-enhancer driven expression of BAHCC1 promotes melanoma cell proliferation and genome
stability.

Macrophages Promote Ovarian Cancer-Mesothelial Cell Adhesion by Upregulation of ITGA2 and
VEGFC in Mesothelial Cells. 2023, 12, 384

Expanded MutaT7 toolkit efficiently and simultaneously accesses all possible transition mutations
in bacteria.

RNA mis-splicing drives viral mimicry response after DNMTi therapy in SETD2-mutant kidney
cancer. 2023, 42, 112016

Dynamic Evolution of NLR Genes in Dalbergioids. 2023, 14, 377

Prevalent introgression underlies convergent evolution in the diversification of Pungitius
sticklebacks.

GRHL?2 and AP2a coordinate early surface ectoderm lineage commitment during development.
2023, 106125

Alternative polyadenylation transcriptome-wide association study identifies APA-linked
susceptibility genes in brain disorders. 2023, 14,

Detection of DNA Modification Using Nanopore Sequencers. 2023, 79-90

Benchmarking of Nanopore R10.4 and R9.4.1 flow cells in single-cell whole-genome amplification
and whole-genome shotgun sequencing. 2023, 21, 2352-2364

Global hypomethylation in childhood asthma identified by genome-wide DNA-methylation
sequencing preferentially affects enhancer regions.

A dual-activity topoisomerase complex promotes both transcriptional activation and repression in
response to starvation. 2023, 51, 2415-2433

MeCP2 regulates Gdf11, a dosage-sensitive gene critical for neurological function. 12,

Characterization of De Novo Promoter Variants in Autism Spectrum Disorder with Massively
Parallel Reporter Assays. 2023, 24, 3509

Transposon-encoded nucleases use guide RNAs to selfishly bias their inheritance.

Effect of tissue-grouped regulatory variants associated to type 2 diabetes in related secondary
outcomes. 2023, 13,

TFIIC as a Potential Epigenetic Modulator of Histone Acetylation in Human Stem Cells. 2023, 24, 3624

Retro-miRs: Novel and functional miRNAs originated from mRNA retrotransposition.

93



CITATION REPORT

3 An ASO therapy for Angelman syndrome that targets an evolutionarily conserved region at the
595 start of the UBE3A-AS transcript. 2023, 15,

Extensive de novo activity stabilizes epigenetic inheritance of CG methylation in Arabidopsis
transposons. 2023, 42, 112132

3 A sheep pangenome reveals the spectrum of structural variations and their effects on tail
593 phenotypes. 2023, 33, 463-477

A posttranscriptional pathway regulates cell wall mRNA expression in budding yeast. 2023, 42, 112184

Widespread allele-specific topological domains in the human genome are not confined to imprinted

581 gene clusters. 2023, 24,

High-quality genome assembly and genetic mapping reveal a gene regulating flesh color in
watermelon (Citrullus lanatus). 14,

579 AnIntegrated Pipeline for Trio-Rapid Genome Sequencing in Critically Ill Infants. 2023, 3, fe)

Recent reactivation of a pathogenicity-associated transposable element triggers major
chromosomal rearrangements in a fungal wheat pathogen.

577  Improving CRISPR-Cas9 mediated genome integration in interspecific hybrid yeasts. 2023, o)

Precise excision of HTLV-1 provirus with a designer-recombinase. 2023,

575  Whole genome sequencing of simmental cattle for SNP and CNV discovery. 2023, 24, o)

Selection and adaptive introgression guided the complex evolutionary history of the European
common bean. 2023, 14,

No Transcriptional Compensation for Extreme Gene Dosage Imbalance in Fragmented Bacterial
573 Endosymbionts of Cicadas.

Mapping structural variations in Haemaphysalis longicornis and Rhipicephalus microplus reveals
vector-pathogen adaptation. 2023, 26, 106398

; Premature termination of transcription is shaped by Rho and translated uORFS in Mycobacterium
57T tuberculosis. 2023, 26, 106465

An efficient CRISPRas12a promoter editing system for crop improvement.

6 EccBase: a high-quality database for exploration and characterization of extrachromosomal circular
59 DNAs in cancer. 2023,

CRISPR-Cas9-mediated genome engineering exaggerates genomic deletion at 10g23.31 including

thePTENgene locus mimicking cancer profiles.

94



(2023-2023)

6 Rewiring of the 3D genome during acquisition of carboplatin resistance in a triple-negative breast
597 cancer patient-derived xenograft. 2023, 13,

Effects of heat and hyposalinity on the gene expression in Acropora pruinosa larvae. 10,

6 An allele-specific PCR assay for detection of mutations that confer benzimidazole resistance and
555 zoxamide sensitivity in Phyllosticta citricarpa. 1-8

Genomes of the human filarial parasites Mansonella perstans and Mansonella ozzardi. 4,

6 FIPRESCI: droplet microfluidics based combinatorial indexing for massive-scale 5?-end single-cell
593 RNA sequencing. 2023, 24,

Comparative single cell epigenomic analysis of gene regulatory programs in the rodent and primate
neocortex.

OBERON3 and SUPPRESSOR OF MAX2 1-LIKE proteins form a regulatory module driving phloem

561 development. 2023, 14,

Legume-wide comparative analysis of pod shatter locus PDH1 reveals phaseoloid specificity, high
cowpea expression, and stress responsive genomic context.

559 Hunter-gatherer admixture facilitated natural selection in Neolithic European farmers. 2023, 33, 1365-1371.e30

3D genome organization drives gene expression in trypanosomes.

Comparative genomics analyses reveal sequence determinants underlying interspecies variations in
557 injury-responsive enhancers. 2023, 24,

Strong purifying selection in haploid tissue-specific genes of Scots pine supports the masking
theory.

Dynamic antagonism between key repressive pathways maintains the placental epigenome. 2023,
555 25,579-591

Characterization of genome-wide STR variation in 6487 human genomes. 2023, 14,

553  The little skate genome and the evolutionary emergence of wing-like fins. o)

SATB1 regulates 3D genome architecture in Tltells by constraining chromatin interactions
surrounding CTCF-binding sites. 2023, 42, 112323

; Asymmetric gene expression and cell-type-specific regulatory networks in the root of bread wheat
55 revealed by single-cell multiomics analysis. 2023, 24,

Chromosome-level genome of the bean bug Megacopta cribraria in native range, provides insights

into adaptation and pest management. 2023, 237, 123989

95



CITATION REPORT

Phenotypic characterization of the wheat temperature-sensitive leaf color mutant and physical
549 mapping of mutant gene by reduced-representation sequencing. 2023, 330, 111657

Host-pathogen interaction involving cytoskeleton changes as well as non-coding regulation as
primary mechanisms for SRS resistance in Atlantic salmon. 2023, 136, 108711

A plastome phylogeny of Rumex (Polygonaceae) illuminates the divergent evolutionary histories of
547 docks and sorrels. 2023, 182, 107755

Improved protein production in yeast using cell engineering with genes related to a key factor in
the unfolded protein response. 2023, 77, 152-161

545 Identification of circular RNAs in tea plant during Helopeltis theivora infestation. 2023, 8, 100150 o)

Prolonged activity of the transposase helper may raise safety concerns during DNA
transposon-based gene therapy. 2023, 29, 145-159

Molecular and phenotypic effects of early exposure to an environmentally relevant pesticide
543 mixture in the Pacific oyster, Crassostrea gigas.. 2023, 326, 121472

Phylogenomics and taxon-rich phylogenies of new and historical specimens shed light on the
systematics of Hypnea (Cystocloniaceae, Rhodophyta). 2023, 183, 107752

541  Generating minimum set of gRNA to cover multiple targets in multiple genomes with MINORg. o)

Comprehensive characterization of the embryonic factor LEUTX. 2023, 26, 106172

539 Hot spring distribution and survival mechanisms of thermophilic comammox Nitrospira. o

Masculinizer is not post-transcriptionally regulated by female-specific piRNAs during sex
determination in the Asian corn borer, Ostrinia furnacalis. 2023, 103946

A multi-omics integrative analysis based on CRISPR screens re-defines the pluripotency regulatory
537 network in ESCs. 2023, 6,

Lepidoptera genomics based on 88 chromosomal reference sequences informs population genetic
parameters for conservation.

Potential reservoirs of antimicrobial resistance in livestock waste and treated wastewater that can
535 be disseminated to agricultural land. 2023, 872, 162194

Chromosome-level genome assembly and population genomic resource to accelerate orphan crop
lablab breeding. 2023, 14,

533 Improved interpretability of bacterial genome-wide associations using gene cluster centric k-mers. o

Protocol for Bulk-ATAC sequencing in head and neck squamous cell carcinoma. 2023, 4, 102233




(2023-2023)

531 DNA methylation is associated with codon degeneracy in a species of bumblebee. 2023, 130, 188-195 fe)

Computational approach to evaluate scRNA-seq data quality and gene body coverage with SkewC.
2023, 4, 102038

Ataxin-1 controls the expression of specific noncoding RNAs in B cells upon autoimmune
529 demyelination. 2023, 101, 358-367

Areference genome for Bluegill (Centrarchidae:Lepomis macrochirus). 2023, 13,

527  Cdc73 protects Notch-induced T-cell leukemia cells from DNA damage and mitochondrial stress. 1

Enhanced recombination among Omicron subvariants of SARS-CoV-2 contributes to viral immune
escape. 2023, 95,

525  Natural methylation epialleles correlate with gene expression in maize. fe)

Annelid functional genomics reveal the origins of bilaterian life cycles. 2023, 615, 105-110

523  Massively parallel knock-in engineering of human T cells. 1

Genomic health is dependent on long-term population demographic history. 2023, 32, 1943-1954

Chromosomal-level genome assembly of Melastoma candidum provides insights into trichome

521 evolution. 14,

EGRE: Calculating Enrichment Between Genomic Regions. 2022, 67-79

. RNA exosome ribonuclease DIS3 degrades Pou6f1 to promote mouse pre-implantation cell
519 differentiation. 2023, 42, 112047

A comparison of algorithms for identifying copy number variants in family-based whole-exome
sequencing data and its implications in inheritance pattern analysis. 2023, 861, 147237

An atrial fibrillation-associated regulatory region modulates cardiac Tbx5 levels and arrhythmia
517 susceptibility. 12,

PorinPredict: In Silico Identification of OprD Loss from WGS Data for Improved
Genotype-Phenotype Predictions of P. aeruginosa Carbapenem Resistance. 2023, 11,

515  TXNIPin liver sinusoidal endothelial cells ameliorates alcohol-associated liver disease. 0

mRNA ageing shapes the Cap2 methylome in mammalian mRNA. 2023, 614, 358-366

97



CITATION REPORT

513 A Systematic Comparison of Human Mitochondrial Genome Assembly Tools. fe)

Tracking the Emergence and Dissemination of a bla NDM-23 Gene in a Multidrug Resistance
Plasmid of Klebsiella pneumoniae. 2023, 11,

511 Identification of two [-cell subtypes by 7 independent criteria. o)

Skeletal Muscles of Sedentary and Physically Active Aged People Have Distinctive Genic
Extrachromosomal Circular DNA Profiles. 2023, 24, 2736

509 Glucose deprivation promotes pseudo-hypoxia and de-differentiation in lung adenocarcinoma. o)

The Legacy of Infectious Disease Exposure on the Genomic Diversity of Indigenous Southern
Mexicans. 2023, 15,

° NuRD-independent Mi-2 activity represses ectopic gene expression during neuronal maturation.
597 2023, 24,

Integrase-associated niche differentiation of endogenous large DNA viruses in crustaceans.

EstroGene database reveals diverse temporal, context-dependent and directional estrogen
505 receptor regulomes in breast cancer.

METTL3 regulates breast cancer-associated alternative splicing switches. 2023, 42, 911-925

Low-affinity CTCF binding drives transcriptional regulation whereas high-affinity binding
5 encompasses architectural functions. 2023, 26, 106106

Epigenetic signals that direct cell typeBpecific interferon beta response in mouse cells. 2023, 6, €202201823

Pangenome obtained by long-read sequencing of 11 genomes reveal hidden functional structural

50T yariants in pigs. 2023, 26, 106119

Analysis of nucleotide variations in human g-quadruplex forming regions associated with disease
states.

499 Whole-genome sequence of synthetically derived Brassica napus inbred cultivar Da-Ae. 2023, 13, 0

Unsupervised construction of gene regulatory network based on single-cell multi-omics data of
colorectal cancer. 2023, 24,

The F-box protein UFO controls flower development by redirecting the master transcription factor
497 LEAFY to new cis-elements. 2023, 9, 315-329

Genome-wide exploration reveals distinctive northern and southern variants of Clonorchis sinensis

in the Far East. 2023, 23, 833-843

98



495

493

491

489

487

485

483

481

479

Topological screen identifies hundreds of Cp190- and CTCF-dependent Drosophila chromatin
insulator elements. 2023, 9,

Centromere repositioning and shifts in wheat evolution. 2023, 100556

Genomic and transcriptomic analyses enable the identification of important genes associated with
subcutaneous fat deposition in Holstein cows. 2023,

Antigenic diversity in malaria parasites is maintained on extrachromosomal DNA.

RTCpredictor: Identification of Read-Through Chimeric RNAs from RNA Sequencing Data.

Self-supervised learning on millions of pre-mRNA sequences improves sequence-based RNA
splicing prediction.

Host-specific subtelomere: structural variation and horizontal transfer in asexual filamentous
fungal pathogens.

Missense mutations in CRX homeodomain cause dominant retinopathies through two distinct
mechanisms.

A statistical approach to identify regulatory DNA variations.

FUS Alters circRNA Metabolism in Human Motor Neurons Carrying the ALS-Linked P525L Mutation.
2023, 24, 3181

Assessment of copy number variants in three Brazilian locally adapted cattle breeds using
whole-genome re-sequencing data.

Range-wide whole-genome resequencing of the brown bear reveals drivers of intraspecies
divergence. 2023, 6,

G4Beacon: An In Vivo G4 Prediction Method Using Chromatin and Sequence Information. 2023, 13, 292

Regulation of immunological tolerance by the p53-inhibitor iASPP. 2023, 14,

Widespread contribution of transposable elements to the rewiring of mammalian 3D genomes.
2023, 14,

Tracking population structure and phenology through time using ancient genomes from
waterlogged white oak wood.

Cell-specific and shared enhancers control a high-density multi-gene locus active in mammary and
salivary glands.

A Rapid, Shallow Whole Genome Sequencing Workflow Applicable to Limiting Amounts of Cell-Free

DNA.

99



CITATION REPORT

Signal-induced enhancer activation requires Ku70 to read topoisomerase1DNA covalent
477 complexes. 2023, 30, 148-158

Design and off-target prediction for antisense oligomers targeting bacterial mRNAs with the
MASON web server. 2023, 29, 570-583

Cell-specific and shared enhancers control a high-density multi-gene locus active in mammary and
475 salivary glands.

The SET domain protein PsKMT3 regulates histone H3K36 trimethylation and modulates effector
gene expression in the soybean pathogen Phytophthora sojae. 2023, 24, 346-358

473  Ahigh-quality reference genome for the fission yeast Schizosaccharomyces osmophilus. 2023, 13, o)

CriSNPr, a single interface for the curated and de novo design of gRNAs for CRISPR diagnostics
using diverse Cas systems. 12,

. An assessment of bioinformatics tools for the detection of human endogenous retroviral insertions
47 in short-read genome sequencing data. 2,

Aberrant phase separation and nucleolar dysfunction in rare genetic diseases.

469 RL-MD: A Novel Reinforcement Learning Approach for DNA Motif Discovery. 2022, 0

Loss of Heterozygosity and Its Importance in Evolution.

467  Temporal-iCLIP captures co-transcriptional RNA-protein interactions. 2023, 14, 0

Macroevolutionary diversity of traits and genomes in the model yeast genus Saccharomyces. 2023,
14,

465 The human inactive X chromosome modulates expression of the active X chromosome. 2023, 3, 100259 fe)

Targeted pseudouridylation: An approach for suppressing nonsense mutations in disease genes.
2023, 83, 637-651.e9

6 Using Multiplex Amplicon PCR Technology to Efficiently and Timely Generate Rift Valley Fever
493 Virus Sequence Data for Genomic Surveillance. 2023, 15, 477

Genome-wide identification of IncRNAs associated with viral infection in Spodoptera frugiperda.
2023, 104,

461 The piRNA cluster torimochi is an expanding transposon in cultured silkworm cells. 2023, 19, e1010632 o)

551. Demonstrating the use of a mammalian methylation microarray for epigenome wide

association studies in livestock. 2022,

100



(2023-2023)

Transcription factor SOX15 regulates stem cell pluripotency and promotes neural fate during
459 differentiation by activating the neurogenic gene Hes5. 2023, 299, 102996

Deep learning for detecting and elucidating human T-cell leukemia virus type 1 integration in the
human genome. 2023, 4, 100674

457 Mousepost 2.0, a major expansion of the resource. 2023, 51, 1652-1661 o

Stepwise recombination suppression around the mating-type locus in an ascomycete fungus with
self-fertile spores. 2023, 19, e1010347

Captive rearing effects on the methylome of Atlantic salmon after oceanic migration:
455 Sex-specificity and intergenerational stability.

ZBTB12 is a molecular barrier to dedifferentiation in human pluripotent stem cells. 2023, 14,

Epigenomic variability is associated with age-specific nalle CD4 T cell response to activation in
453 infants and adolescents.

Spatial genomic diversity associated with APOBEC mutagenesis in squamous cell carcinoma arising
from ovarian teratoma.

Pan-cancer pseudogene RNA analysis reveals a regulatory network promoting cancer cell
451 proliferation. 2023, 4, 85-97

Identification of androgen response-related IncRNAs in prostate cancer. 2023, 83, 590-601

449 Structural and functional classification of G-quadruplex families within the human genome. 0

Functional control and metabolic integration of stolen organelles in a photosynthetic ciliate. 2023,
33, 973-980.e5

The Dynamic Linkage between Provirus Integration Sites and the Host Functional Genome Property
447 Alongside HIV-1 Infections Associated with Antiretroviral Therapy. 2023, 11, 402

The yeast RNA methylation complex consists of conserved yet reconfigured components with
m6A-dependent and independent roles.

Co-inhibition of topoisomerase 1 and BRD4-mediated pause release selectively kills pancreatic
445 cancerviareadthrough transcription.

H3.3 contributes to chromatin accessibility and transcription factor binding at promoter-proximal
regulatory elements in embryonic stem cells. 2023, 24,

443 Selection on many loci drove the origin and spread of a key innovation. o

Histone remodeling reflects conserved mechanisms[bf bovine and human

preimplantationldevelopment. 2023, 24,

101



CITATION REPORT

. Computational Protocol for DNA Methylation Profiling in Plants Using Restriction Enzyme-Based
441 Genome Reduction. 2023, 23-36

Amniotes co-opt intrinsic genetic instability to protect germ-line genome integrity. 2023, 14,

The Hypersaline Archaeal Histones HpyA and HstA Are DNA Binding Proteins That Defy
439 Categorization According to Commonly Used Functional Criteria.

Toxoplasma gondii AP2XII-2 Contributes to Transcriptional Repression for Sexual Commitment.
2023, 8,

Completede novoassembly of Tricholoma bakamatsutakechromosomes revealed the structural
437 divergence and differentiation ofTricholomagenomes.

RNA Methylome Reveals the m6A-mediated Regulation of Flavor Metabolites in Tea Leaves under
Solar-withering. 2023,

Cis-regulatory landscapes of the fat-tailed dunnart and mouse provide insights into the drivers of
435 craniofacial heterochrony.

PipelT2: A tumor-only somatic variant calling workflow for molecular diagnostic lon Torrent
sequencing data. 2023, 115, 110587

433 High turnover ofde novotranscripts inDrosophila melanogaster. 0

Integrative multi-ancestry genetic analysis of gene regulation in coronary arteries prioritizes
disease risk loci.

A chromosome-level genome assembly of Ostrea denselamellosa provides initial insights into its
431 evolution. 2023, 115, 110582

Brown Seaweed Extract (BSE) Application Influences Auxin- and ABA-Related Gene Expression,
Root Development, and Sugar Yield in Beta vulgaris L.. 2023, 12, 843

, Reproducible evaluation of transposable element detectors with McClintock 2 guides accurate
429 inference of Ty insertion patterns in yeast.

Recent transposable element bursts are associated with the proximity to genes in a fungal plant
pathogen. 2023, 19, 1011130

Mitochondrial single-cell ATAC-seq for high-throughput multi-omic detection of mitochondrial
427 genotypes and chromatin accessibility.

Viral proteogenomic and expression profiling during fully productive replication of a skin-tropic
herpesvirus in the natural host.

Genomic profiling of HIV-1 integration in microglia cells links viral integration to the topologically
425 associated domains. 2023,42,112110

The composition of piRNA clusters inDrosophila melanogasterdeviates from expectations under

the trap model.

102



(2023

, Blood transcriptome responses to PFOA and GenX treatment in the marsupial biomedical model
423 Monodelphis domestica. 14,

AMLs harboring DNMT3A-destabilizing variants show increased intratumor DNA methylation
heterogeneity at bivalent chromatin domains.

421 Optimization of Molecular Methods for Detecting Duckweed-Associated Bacteria. 2023, 12, 872 0

Human gene regulatory evolution is driven by the divergence of regulatory element function in
bothcisandtrans.

. Aging and obesity prime the methylome and transcriptome of adipose stem cells for disease and
419 dysfunction. 2023, 37,

Taxonomically Restricted Genes inBacillusmay Form Clusters of Homologs and Can be Traced to a
Large Reservoir of Noncoding Sequences. 2023, 15,

417 Telomere-to-telomere assembly of diploid chromosomes with Verkko. o

Massively parallel characterization of psychiatric disorder-associated and cell-type-specific
regulatory elements in the developing human cortex.

415 Characterization of Histone Modifications in Late-Stage Rotator Cuff Tendinopathy. 2023, 14, 496 0

S-Locus Genotyping in Japanese Plum by High Throughput Sequencing Using a Synthetic S-Loci
Reference Sequence. 2023, 24, 3932

413  Dual specificity and target gene selection by the MADS-domain protein FRUITFULL. 2023, 9, 473-485 o)

Gene expression differences consistent with water loss reduction underlie desiccation tolerance of
natural Drosophila populations. 2023, 21,

Comprehensive single-cell genome analysis at nucleotide resolution using the PTA Analysis

41T Toolbox.

Evaluating the mouse neural precursor line, SN4741, as a suitable proxy for midbrain dopaminergic
neurons.

409  Nsun2 coupling with RoREshapes the fate of Th17 cells and promotes colitis. 2023, 14, o)

Semi-conservative transmission of DNA N6-adenine methylation in a unicellular eukaryote.

407 The super-enhancer repertoire in porcine liver. 2023, 101, 0

Widespread perturbation of ETS factor binding sites in cancer. 2023, 14,

103



CITATION REPORT

o Tracking the evolution of esophageal squamous cell carcinoma under dynamic immune selection by
495 multi-omics sequencing. 2023, 14,

Regulation of endogenous retrovirusderived regulatory elements by GATA2/3 and MSX2 in human
trophoblast stem cells. 2023, 33, 197-207

Copy number variation-associated IncRNAs may contribute to the etiologies of congenital heart
493 disease. 2023, 6,

NSD1 deposits histone H3 lysine 36 dimethylation to pattern non-CG DNA methylation in neurons.

Distinct genomic contexts predict gene presence-absence variation in different pathotypes of a

401 fungal plant pathogen.

Pangolin genomes offer key insights and resources for the worldd most trafficked wild mammals.

CRISPR/Cas9-mediated A4GALT suppression rescues Fabry disease phenotypes in a kidney
399 organoid model. 2023,

Chromatin accessibility associated with aquaculture relevant traits in tilapia.

o7 Assessment of attenuation of varicella-zoster virus vaccines based on genomic comparison. 2023, o
95,

Population genomics-guided engineering of phenazine biosynthesis inPseudomonas chlororaphis.

395 Sweepstakes reproductive success via pervasive and recurrent selective sweeps. 12, o

Genome Size Changes by Duplication, Divergence, and Insertion inCaenorhabditisworms. 2023, 40,

A shared Mulnerability codellinderpins varying sources of DNA damage throughout paternal
393 germline transmission in mouse. 2023, 51, 2319-2332

Deciphering transcription factors and their corresponding regulatory elements during inhibitory
interneuron differentiation using deep neural networks. 11,

Detailed molecular and epigenetic characterization of the pig IPEC-J2 and chicken SL-29 cell lines.
39T 2023, 26, 106252

Chromosome-level genome assembly of tree sparrow reveals a burst of new genes driven by
segmental duplications.

3 Off-target piRNA gene silencing in Drosophila melanogaster rescued by a transposable element
3°9 " insertion. 2023, 19, e1010598

Kinetic networks identify TWIST2 as a key regulatory node in adipogenesis. 2023, 33, 314-331

104



(2023-2023)

387 A molecular atlas reveals the tri-sectional spinning mechanism of spider dragline silk. 2023, 14, fe)

Genome assembly ofMusa beccariishows extensive chromosomal rearrangements and genome
expansion during evolution of Musaceae genomes. 2022, 12,

3 Evaluation of five commercial DNA extraction kits using Salmonella as a model for implementation
395 of rapid Nanopore sequencing in routine diagnostic laboratories. 2023, 5,

A methyl-seq tool to capture genomic imprinted loci.

383  Structure of the human DICERPre-miRNA complex in a dicing state. 2023, 615, 331-338 o)

Draft Genome Sequences of Spacecraft-Associated Microbes Isolated from Six NASA Missions. 2023
I 12!

TET1 Catalytic Activity is Required for Reprogramming of Imprinting Control Regions and
Patterning of Sperm-Specific Hypomethylated Regions.

Patterns of transposable element accumulation at resistance loci: a comparative genomic analysis
in aphids.

Epigenetic association study uncovered H3K27 acetylation enhancers and dysregulated genes in
379 high-fat-diet-induced nonalcoholic fatty liver disease in rats. 2022, 14, 1523-1540

Global Molecular Response of Paracoccidioides brasiliensis to Zinc Deprivation: Analyses at
Transcript, Protein and MicroRNA Levels. 2023, 9, 281

Rapid introgression of non-native alleles following hybridization between a native Anolis lizard
377 species and aleryptic invader across an urban landscape.

Fragmented habitat compensates for the adverse effects of genetic bottleneck. 2023, 33, 1009-1018.e7

Concerning the eXclusion in human genomics: The choice of sex chromosome representation in the
375 human genome drastically affects number of identified variants.

Sequence determinant of small RNA production by DICER. 2023, 615, 323-330

Predicting Response to Radical Chemoradiotherapy with Circulating HPV DNA (cHPV-DNA) in
373 Locally Advanced Uterine Cervix Cancer. 2023, 15, 1387

MacroH2A histone variants modulate enhancer activity to repress oncogenic programs and cellular
reprogramming. 2023, 6,

Spatial transcriptomics reveals niche-specific enrichment and vulnerabilities of radial glial stem-like
371 cellsin malignant gliomas. 2023, 14,

TEFM variants impair mitochondrial transcription causing childhood-onset neurological disease.

2023, 14,

105



CITATION REPORT

6 Contrasting Patterns of Single Nucleotide Polymorphisms and Structural Variation Across Multiple
359 Invasions. 2023, 40,

Seasonal activities of the phyllosphere microbiome of perennial crops. 2023, 14,

367 Retrospective analysis of enhancer activity and transcriptome history. o)

Complete chloroplast genomes of six Neotropical palm tree species: genome structure comparison,
identification of repeats sequences and evolutionary dynamic patterns.

6 METTL16 promotes translation and lung tumorigenesis by sequestering cytoplasmic elF4E2. 2023,
355 42,112150

Vitamin B6, B12 and folate modulate deregulated pathways and protein aggregation in yeast
model of Huntington disease. 2023, 13,

6 Detection and characterization of constitutive replication origins defined by DNA polymerase
393 epsilon. 2023, 21,

scCircle-seq unveils the diversity and complexity of circular DNAs in single cells.

A thousand-genome panel retraces the global spread and adaptation of a major fungal crop
pathogen. 2023, 14,

Genomic differences and species delimitation: a case for two species in the zoonotic
cestodeDipylidium caninum.

Identifying Eukaryotes and Factors Influencing Their Biogeography in Drinking Water
359 Metagenomes. 2023, 57, 3645-3660

Identification and characterization of extrachromosomal circular DNA in the silk gland of Bombyx
mori.

- Interpersonal variability of the human gut virome confounds disease signal detection in IBD. 2023, o
6,

Linker histone H1 modulates defense priming and immunity in plants.

Cooperativity between H3.3K27M and PDGFRA poses multiple therapeutic vulnerabilities in human
355 ipsc-derived diffuse midline glioma avatars.

Spatial transcriptomic atlas of shoot organogenesis in tomato callus.

A Cre-LoxP-based approach for combinatorial chromosome rearrangements in human HAP1 cells.
353 2023,31,

Phylogenomic analysis of the Lake Kronotskoe species flock of Dolly Varden charr reveals genetic

signatures of sympatric radiation.

106



. Disruption of polyhomeotic polymerization decreases nucleosome occupancy and alters genome
35T accessibility. 2023, 6, €202201768

MeCP2 Represses the Activity of Topoisomerase Ilin Long Neuronal Genes.

349 Translational landscape in human early neural fate determination. 2023, 150, 0

Whole-genome re-sequencing provides key genomic insights in farmed Arctic charr ( Salvelinus
alpinus ) populations of anadromous and landlocked origin from Scandinavia.

347 Prediction of mammalian tissue-specific CLOCK-BMAL1 binding to E-box motifs. 0

Ribosomes in RNA Granules Are Stalled on mRNA Sequences That Are Consensus Sites for FMRP
Association. 2023, 43, 2440-2459

345 CcFSNV:asoftware tool for the sensitive detection of somatic mutations from cell-free DNA. o

The Effect of Human and Bovine Milk Osteopontin on Intestinal Caco-2 Cells: A Transcriptome
Comparison. 2023, 15, 1166

Transcription elongation defects link oncogenic splicing factor mutations to targetable alterations
343 in chromatin landscape.

Heat stress response and transposon control in plant shoot stem cells.

Nanopore-Based Direct RNA Sequencing of the Trypanosoma brucei Transcriptome Identifies Novel
341 |ncRNAs. 2023, 14, 610

Large haplotypes highlight a complex age structure within the maize pan-genome. 2023, 33, 359-370

339 ATAC-seq Data Processing. 2023, 305-323 0

Lower viral evolutionary pressure under stable versus fluctuating conditions in subzero Arctic
brines.

337 Regulatory de novo mutations underlying intellectual disability. 2023, 6, €202201843 o)

Requirements for establishment and epigenetic stability of mammalian heterochromatin.

Comparative analysis ofSQUAMOSA PROMOTER BINDING PROTEIN-LIKE (SPL)gene family between
335 bryophytes and seed plants.

SMCHD1 loss triggers DUX4 expression by disrupting splicing in FSHD2.

107



CITATION REPORT

First in family Rhabdiasidae: the reference-guided genome assembly of an invasive parasite, the
333 canetoad lungworm (Rhabdias pseudosphaerocephala).

Distinct roles for canonical and variant histone H3 lysine-36 in Polycomb silencing. 2023, 9,

EBS-seq: enrichment-based method for accurate analysis of 5-hydroxymethylcytosine at single-base
331 resolution. 2023, 15,

Genome-wide identification of the auxin transporter gene families in sweet potato (Ipomoea
batatas) and their expression during tuberization.

329 Distinct chromatin signatures in the Arabidopsis male gametophyte. 2023, 55, 706-720 o)

Analysis of structural variation among inbred mouse strains. 2023, 24,

327  Gene silencing dynamics are modulated by transiently active regulatory elements. 2023, 83, 715-730.e6 fe)

Functional annotation of the animal genomes: An integrated annotation resource for the horse.
2023, 19, 1010468

325 PGNneo: A Proteogenomics-Based Neoantigen Prediction Pipeline in Noncoding Regions. 2023, 12, 782 fe)

Transcription of MERVL retrotransposons is required for preimplantation embryo development.
2023, 55, 484-495

, Fluctuations in chromatin state at regulatory loci occur spontaneously under relaxed selection and
323 are associated with epigenetically inherited variation in C. elegans gene expression. 2023, 19, e1010647

A CUT&amp;RUN protocol to determine patterns of epigenetic marks in imaginal discs of
Drosophila. 2023, 4, 101878

The enormous repetitive Antarctic krill genome reveals environmental adaptations and population
insights. 2023, 186, 1279-1294.e19

Shotgun metagenomics reveals interkingdom association between intestinal bacteria and fungi
involving competition for nutrients.

319 Linking chromatin acylation mark-defined proteome and genome in living cells. 2023, 186, 1066-1085.e36 2

ARF suppression by MYC but not MYCN confers increased malignancy of aggressive pediatric brain
tumors. 2023, 14,

. Endogenous retrovirus-derived enhancers confer the transcriptional regulation of human
317 trophoblast syncytialization.

Microhomology-Mediated Circular DNA Formation from Oligonucleosomal Fragments During

Spermatogenesis.

108



(2023

. Release of Histone H3K4-reading transcription factors from chromosomes in mitosis is
D independent of adjacent H3 phosphorylation.

A gene regulatory network for neural induction. 12,

. DNA methylation landscape reveals LIN7A as a decitabine-responsive marker in patients with
313 t(8;21) acute myeloid leukemia. 2023, 15,

Processing genome-wide association studies within a repository of heterogeneous genomic
datasets. 2023, 24,

Tapping Culture Collections for Fungal Endophytes: First Genome Assemblies for Three Genera and

3 Five Species in theAscomycota. 2023, 15,

Systematic Identification of Post-Transcriptional Regulatory Modules.

309 Genome biology and evolution of mating type loci in four cereal rust fungi. fe)

The landscape of human p53-regulated long non-coding RNAs reveals critical host gene
co-regulation.

o7 Structural and Functional Classification of G-Quadruplex Families within the Human Genome. 2023,
14, 645

The long noncoding RNA Charme supervises cardiomyocyte maturation by controlling cell
differentiation programs in the developing heart. 12,

305 Single-cell chromatin accessibility and transcriptome atlas of mouse embryos. 2023, 42, 112210 o)

The gut microbiome and resistome of conventionally- vs. pasture-raised pigs.

o Genomes of two Extinct-in-the-Wild reptiles from Christmas Island reveal distinct evolutionary
393 histories and conservation insights.

The Transcription Factor NRF2 Has Epigenetic Regulatory Functions Modulating HDACs, DNMTs,
and miRNA Biogenesis. 2023, 12, 641

301  Evolution of synchronous female bilateral breast cancers and response to treatment. 2023, 29, 646-655 0

Combined analysis of transposable elements and structural variation in maize genomes reveals
genome contraction outpaces expansion.

299 Release from sexual selection leads to rapid genome-wide evolution in Aedes aegypti. 2023, 33, 1351-1357.e5 o

Developing and reusing bioinformatics data analysis pipelines using scientific workflow systems.

2023, 21, 2075-2085

109



CITATION REPORT

Arabidopsis thalianaBBX14 is a target of GLK1 and involved in high-light acclimation,
297 photomorphogenesis and GUN-type retrograde signaling.

Improved hepatitis delta virus genome characterization by single molecule full-length genome
sequencing combined with VIRIONT pipeline. 2023, 95,

. Massive Somatic and Germline Chromosomal Integrations of Polydnaviruses in Lepidopterans. 2023 o
I 4OI

Enhancing HIV-1 latency reversal through regulating the elongating RNA Pol Il pause-release by a
small-molecule disruptor of PAF1C. 2023, 9,

293  Morphine Re-arranges Chromatin Spatial Architecture of Primate Cortical Neurons. o)

Tigerfish designs oligonucleotide-basedin situhybridization probes targeting intervals of highly
repetitive DNA at the scale of genomes.

291 Discovery of long non-coding RNAs in the liver fluke,Fasciola hepatica. fe)

ORC1 binds tocis-transcribed RNAs for efficient activation of replication origins.

289 The giant diploid faba genome unlocks variation in a global protein crop. 2023, 615, 652-659 o)

Mapping the Complex Genetic Landscape of Human Neurons.

Discovery of Avian Paramyxoviruses APMV-1 and APMV-6 in Shorebirds and Waterfowl in Southern

287 kraine. 2023, 15, 699

TAD Evolutionary and functional characterization reveals diversity in mammalian TAD boundary
properties and function.

285  Core genome multilocus sequence typing scheme for Bacillus cereus group bacteria. 2023, 104050 fe)

Pioneer factor Foxa2 mediates chromatin conformation changes in ligand-dependent activation of
nuclear receptor FXR.

Campus Sewage Water Surveillance based dynamics and infection trends of SARS-CoV-2 variants

283 during third wave of COVID-19 in Pune, India.

Nanopore sequencing of DNA barcodes to unveil the diversity of fungal mock communities. 3, 45

Phenomics and transcriptomics analyses reveal deposition of suberin and lignin in the short fiber

281 cell walls produced from a wild cotton species and two mutants. 2023, 18, e0282799

The model diatom Phaeodactylum tricornutum provides insights into the diversity and function of

microeukaryotic DNA methyltransferases. 2023, 6,

110



279

277

275

273

271

269

267

Immunomodulatory Microparticles Epigenetically Modulate T Cells and Systemically Ameliorate
Autoimmune Arthritis. 2023, 10,

Coverage-preserving sparsification of overlap graphs for long-read assembly. 2023, 39,

Adaptation to spindle assembly checkpoint inhibition through the selection of specific
aneuploidies. 2023, 37, 171-190

Pharmacological disruption of mSWI/SNF complex activity restricts SARS-CoV-2 infection. 2023, 55, 471-483

Genus-Wide Genomic Characterization ofMacrococcus: Insights into Evolution, Population
Structure, and Functional Potential.

Target-enriched enzymatic methyl sequencing: Flexible, scalable and inexpensive hybridization
capture for quantifying DNA methylation. 2023, 18, e0282672

L1 retrotransposons drive human neuronal transcriptome complexity and functional diversification. fe)

Seagrass genomes reveal a hexaploid ancestry facilitating adaptation to the marine environment.

Extensive sequence duplication in Arabidopsis revealed by pseudo-heterozygosity. 2023, 24, o)

Transcription Factor Dynamics in Cross-Regulation of Plant Hormone Signaling Pathways.

Global loss of cellular m6A RNA methylation following infection with different SARS-CoV-2
variants. 2023, 33, 299-313

G4mismatch: Deep neural networks to predict G-quadruplex propensity based on G4-seq data.
2023, 19, 1010948

An XBP1sPIM-2 positive feedback loop controls IL-15Mhediated survival of natural killer cells.
2023, 8,

KRAB zinc finger proteins ZNF587/ZNF417 protect lymphoma cells from replicative stress-induced
inflammation.

Metabolic and Transcriptomic Changes in the Mouse Brain in Response to Short-Term High-Fat
Metabolic Stress. 2023, 13, 407

Phenylalanine Ammonia-Lyase: A Key Gene for Color Discrimination of Edible Mushroom
Flammulina velutipes. 2023, 9, 339

Loss of MC1R signaling implicates TBX3 in pheomelanogenesis and melanoma predisposition. o)

VirRep: accurate identification of viral genomes from human gut metagenomic data via a hybrid

language representation learning framework.

111



CITATION REPORT

A multi-omics integrative analysis based on CRISPR screens re-defines the pluripotency regulatory

261 network in ESCs.

Multiplex single-cell chemical genomics reveals the kinase dependence of the response to targeted
therapy.

259 Leukemic stem cells hijack lineage inappropriate signalling pathways to promote their growth. o)

Heterochromatin rewiring and domain disruption-mediated chromatin compaction during
erythropoiesis. 2023, 30, 463-474

5 Fragment length profiles of cancer mutations enhance detection of circulating tumor DNA in
57 patients with early-stage hepatocellular carcinoma. 2023, 23,

Association between Variants in the OCA2-HERC2 Region and Blue Eye Colour in HERC2
rs12913832 AA and AG Individuals. 2023, 14, 698

Cell-specific clock-controlled gene expression program regulates rhythmic fiber cell growth in
255 cotton. 2023, 24,

Site-specific analysis reveals candidate cross-kingdom small RNAs, tRNA and rRNA fragments, and
signs of fungal RNA phasing in the barleypowdery mildew interaction.

Hybrid inferiority and genetic incompatibilities drive divergence of fungal pathogens infecting the
253 same host.

Impaired ATF3 Signaling Involves SNAP25 in SOD1 Mutant ALS Patients.

Attenuation of IFN signaling due to m6A modification of the host epitranscriptome promotes EBV

251 lytic reactivation. 2023, 30,

Conservation and divergence of canonical and non-canonical imprinting in murids. 2023, 24,

, Mycobacterial RNase E cleaves with a distinct sequence preference and controls the degradation
49 ratesof mostMycolicibacterium smegmatismRNASs.

Therapeutic immune cell engineering with an mRNA : AAV-Sleeping Beautycomposite system.

247 The plant response to high CO 2 levels is heritable and orchestrated by DNA methylation. o)

Whole exome sequencing study identifies candidate loss of function variants and locus
heterogeneity in fFamilial cholesteatoma. 2023, 18, e0272174

245 Whole-genome doubling drives oncogenic loss of chromatin segregation. 2023, 615, 925-933 o)

GenoPipe: identifying the genotype of origin within (epi)genomic datasets.

112



RNA Pol Il preferentially regulates ribosomal protein expression by trapping disassociated
243 subunits. 2023, 83, 1280-1297.e11

Lineage-specific differences and regulatory networks governing human chondrocyte development.
12,

241 Synthetic maize centromeres transmit chromosomes across generations. 2023, 9, 433-441 o

Exploration of genotype-by-environment interactions affecting gene expression responses in
porcine immune cells. 14,

239  Motif elucidation in ChIP-seq datasets with a knockout control. 2023, 3, o)

Chromatin profiling identifies transcriptional readthrough as a conserved mechanism for piRNA
biogenesis in mosquitoes. 2023, 42, 112257

5 A genetic linkage map and improved genome assembly of the termite symbiont Termitomyces
37 cryptogamus. 2023, 24,

A central chaperone-like role for 14-3-3 proteins in human cells. 2023, 83, 974-993.e15

Hematopoietic/erythroid enhancers activate nearby target genes by extending histone H3K27ac
235 and transcribing intergenic RNA. 2023, 37,

Analysis of the external signals driving the transcriptional regulation of the main genes involved in
denitrification in Haloferax mediterranei. 14,

5 A stimulus-contingent positive feedback loop enables IFN-Idose-dependent activation of
33 pro-inflammatory genes.

Transcriptomes reveal microRNAs and mRNAs in different photoperiods influencing cashmere
growth in goat. 2023, 18, 0282772

; TXNIP loss expands Myc-dependent transcriptional programs by increasing Myc genomic binding.
23T 2023, 21, 3001778
Loss of Kmt2c in vivo leads to EMT, mitochondrial dysfunction and improved response to lapatinib
in breast cancer. 2023, 80,

229 Phylogenetic Analysis of Allotetraploid Species Using Polarized Genomic Sequences. o)

Targeted DNA integration in human cells without double-strand breaks using CRISPR RNA-guided
transposases.

227 Cancer mutations rewire the RNA methylation specificity of METTL3-METTL14. o)

6mA-Sniper: Quantifying 6mA Sites in Eukaryotes at Single-Nucleotide Resolution.

113



CITATION REPORT

Pioneer factor ASCL1 cooperates with the mSWI/SNF complex at distal regulatory elements to

225 regulate human neural differentiation. 2023, 37, 218-242

Reference mouse strain assemblies for BALB/c Nude and NOD/SCID mouse models.

223  Noradrenergic Tone is Not Required for Neuronal Activity-Induced Rebound Sleep in Zebrafish. fe)

Comprehensive transcriptomic analysis to identify biological and clinical differences in
cholangiocarcinoma.

Stepwise activities of mSWI/SNF family chromatin remodeling complexes direct T cell activation

221 3nd exhaustion. 2023, 83, 1216-1236.e12

Selective whole-genome amplification reveals population genetics of Leishmania braziliensis
directly from patient skin biopsies. 2023, 19, e1011230

219 Bamboozle: A bioinformatic tool for identification and quantification of intraspecific barcodes. o

Lymphocyte mitochondrial genome integrity is not altered by cladribine.

217  Functional and Taxonomic Diversity of Anaerobes in Supraglacial Microbial Communities. 2023, 11, o)

Nanopore Cas9-targeted sequencing enables accurate and simultaneous identification of
transgene integration sites, their structure and epigenetic status in recombinant Chinese hamster
ovary cells.

Characterization of meiotic chromosome behavior in the autopolyploid Saccharum spontaneum

215 reveals preferential chromosome pairing without distinct DNA sequence variation. 2023,

Genomic insights into greater yam tuber quality traits.

Metabolic and Transcriptomic Signatures of the Acute Psychological Stress Response in the Mouse

213 Brain. 2023, 13, 453

Analysis of Small Non-coding RNAs as Signaling Intermediates of Environmentally Integrated
Responses to Abiotic Stress. 2023, 403-427

211  Epigenetic dosage identifies two major and functionally distinct Ocell subtypes. 2023, o)

Identification of antigenic epitopes recognized by tumor infiltrating lymphocytes in high grade
serous ovarian cancer by multi-omics profiling of the auto-antigen repertoire.

209 Retro-miRs: Novel and functional miRNAs originating from mRNA retrotransposition. o)

Characteristics of the rumen virome in Japanese cattle.

114



(2023

207 Atranscription factor of the NAC family regulates nitrate-induced legume nodule senescence. fe)

Identification and characterization of extrachromosomal circular DNA in patients with high myopia
and cataract. 2023, 18,

Adaptive protein evolution through length variation of short tandem repeats in Arabidopsis. 2023,

205 g

Adaptation of the Porcine Pituitary Transcriptome, Spliceosome and Editome during Early
Pregnancy. 2023, 24, 5946

203 ZmHOX32 is related to photosynthesis and likely Functions in plant architecture of maize. 14, o)

Phylogroup-specific variation shapes the clustering of antimicrobial resistance genes and defence
systems across regions of genome plasticity in Pseudomonas aeruginosa. 2023, 90, 104532

201 Aview of the pan-genome of domesticated Cowpea ( Vigna unguiculata [L.] Walp.). fe)

Recovery of metagenomic data from the Aedes aegypti microbiome using a reproducible
snakemake pipeline: MINUUR. 8, 131

199 Strain-Level Dynamics Reveal Regulatory Roles in Atopic Eczema by Gut Bacterial Phages. 2023, 11, o)

Chromosome-level analysis of the Colletotrichum graminicola genome reveals the unique
characteristics of core and minichromosomes. 14,

The evolution of white-tailed jackrabbit camouflage in response to past and future seasonal
197 climates. 2023, 379, 1238-1242

Nutrigenomic regulation of sensory plasticity. 12,

L Impact of the Dimethyl Sulfoxide Reductase Superfamily on the Evolution of Biogeochemical
95 Cycles. 2023, 11,

Detection of Selection Signatures on the X Chromosome in Iranian Dromedary Camels using Whole
Genome Sequencing Data. 2022, 13, 155-161

193 Chiropterans are a hotspot for horizontal transfer of DNA transposons in Mammalia. o)

OverexpressedMalat1Drives Metastasis through Inflammatory Reprogramming of Lung
Adenocarcinoma Microenvironment.

191 A comprehensive map of hotspots of de novo telomere addition inSaccharomyces cerevisiae. o)

The m6A reader PRRC2A is essential for meiosis | completion during spermatogenesis. 2023, 14,

115



CITATION REPORT

Proteomic Profiling of Colorectal Adenomas Identifies a Predictive Risk Signature for Development

189 of Metachronous Advanced Colorectal Neoplasia. 2023,

U1 snRNP increases RNA Pol Il elongation rate to enable synthesis of long genes. 2023, 83, 1264-1279.e10

Integrating long-read RNA sequencing improves locus-specific quantification of transposable

187 element expression.

A haplotype resolved chromosome-scale assembly of North American wild appleMalus fuscaand
comparative genomics of the fire blightMFfu10locus. Genome of the Pacific CrabappleMalus fusca.

Gene-metabolite annotation with shortest reactional distance enhances metabolite genome-wide

185 association studies results.

An explainable deep learning classifier of bovine mastitis based on whole genome sequence data -
circumventing the p&gt;&gt;&gt;n problem.

183  Global effects of identity and aging on the human sperm methylome. fe)

Cbp1-Cren7 chromatinization of CRISPR arrays favours transcription from leader-over cryptic
promoters.

Extensive search of genetic sex markers in Siberian (Acipenser baerii) and Atlantic (A. oxyrinchus)

181 sturgeons. 2023, 739517

An improved reference of the grapevine genome reasserts the origin of the PN40024 highly
homozygous genotype.

179 CRELD1 variants are associated with bicuspid aortic valve in Turner syndrome. 2023, 142, 523-530 o)

Massive genome reduction occurred prior to the origin of coral algal symbionts.

177 Inbreeding depression explains killer whale population dynamics. fe)

QTL mapping and transcriptome analysis identify novel QTLs and candidate genes in Brassica
villosa for quantitative resistance against Sclerotinia sclerotiorum. 2023, 136,

175 Dynamics of histone acetylation during human early embryogenesis. 2023, 9, o)

Genome-wide identification of tandem repeats associated with splicing variation across 49 tissues
in humans. 2023, 33, 435-447

A small number of human lineage mutations regulated RNA-protein binding of conserved genes
173 and promoted human evolution.

Pan-cancer analysis identifies tumor-specific antigens derived from transposable elements. 2023,

55,631-639

116



(2023-2023)

The characteristics of extrachromosomal circular DNA in patients with end-stage renal disease.

171 2023, 28,

Benchmarking datasets for assembly-based variant calling using high-fidelity long reads. 2023, 24,

Histone deacetylase 1 maintains lineage integrity through histone acetylome refinement during

169 early embryogenesis. 12,

Integrative epigenome profiling of 47XXY provides insights into whole genomic DNA
hypermethylation and active chromatin accessibility. 10,

167 Aself-propagating, barcoded transposon system for the dynamic rewiring of genomic networks. o)

Nascent evolution of recombination rate differences as a consequence of chromosomal
rearrangements.

6 Sensing the rainbow: genetic and physiological responses to light quality in Ostreococcus, an
105 ecologically important photosynthetic picoeukaryote.

Sterile faecal filtrate transplantation alters phage-microbe dynamics in individuals with metabolic
syndrome: a double blind, randomised, placebo-controlled clinical trial assessing efficacy and
safety.

163  Arabidopsis TRB proteins function in H3K4me3 demethylation by recruiting JMJ14. 2023, 14, o)

Differential bumble bee gene expression associated with pathogen infection and pollen diet. 2023,
24,

161 Loss of Ezh2 function remodels the DNA replication initiation landscape. 2023, 42, 112280 o)

BIND&amp;MODIFY: a long-range method for single-molecule mapping of chromatin modifications
in eukaryotes. 2023, 24,

A-MYB and BRDT-dependent RNA Polymerase Il pause release orchestrates transcriptional
159 regulation in mammalian meiosis. 2023, 14,

Single-cell analysis of bidirectional reprogramming between early embryonic states reveals
mechanisms of differential lineage plasticities.

157 Intraspecies genomic divergence of coral algal symbionts shaped by gene duplication. o)

BRWD3 promotes KDM5 degradation to maintain H3K4 methylation levels.

155 Ribonuclease E strongly impacts bacterial adaptation to different growth conditions. 2023, 20, 120-135 o)

Structural elements promote architectural stripe formation and facilitate ultra-long-range gene

regulation at a human disease locus. 2023,

117



CITATION REPORT

HERV-K (HML-2) insertion polymorphisms in the 8q24.13 region and their potential etiological
153 associations with acute myeloid leukemia. 2023, 168,

High level of novelty under the hood of convergent evolution. 2023, 379, 1043-1049

151  Ornithine aminotransferase supports polyamine synthesis in pancreatic cancer. 2023, 616, 339-347 fe)

Targeted DNA integration in human cells without double-strand breaks using CRISPR-associated
transposases.

Transcription Factor Co-Expression Mediates Lineage Priming for Embryonic and Extra-Embryonic
149 " Differentiation.

In silico prioritisation of microRNA-associated common variants in multiple sclerosis. 2023, 17,

L Transfer learning identifies sequence determinants of cell-type specific regulatory element
47 accessibility. 2023, 5,

The EN-TEx resource of multi-tissue personal epigenomes[&amp; variant-impact models. 2023, 186, 1493-1511.@40

Urinary phthalate metabolites and small non-coding RNAs from seminal plasma extracellular
145 yesicles among men undergoing infertility treatment.. 2023, 121529

RNA Polymerase Il transcription independent of TBP. 12,

Hidden Compositional Heterogeneity of Fish Chromosomes in the Era of Polished Genome
143 Assemblies. 2023, 8, 185

Genome structures resolve the early diversification of teleost fishes. 2023, 379, 572-575

Genome-wide analysis emancipates genomic diversity and signature of selection in Altay
141 \white-headed cattle of Xinjiang, China. 14,
Chemical modulation of Schistosoma mansoni lysine specific demethylase 1 (SmLSD1) induces
wide-scale biological and epigenomic changes. 8, 146

Novel enhancers conferring compensatory transcriptional regulation of Nkx2-5 in heart
139 development. 2023, 26, 106509

Analysis of genetic dominance in the UK Biobank. 2023, 379, 1341-1348

137 Bacterial defences interact synergistically by disrupting phage cooperation. o)

Leptospiratranscriptome sequencing using long-read technology reveals unannotated transcripts

and potential polyadenylation of mMRNA molecules.

118



(2023-2023)

Systemic Lupus Erythematosus Patients with DNASE1L3[Deficiency Have a Distinctive and Specific
135 Genic Circular DNA Profile in Plasma. 2023, 12, 1061

Highly connected 3D chromatin networks established by an oncogenic fusion protein shape tumor
cell identity. 2023, 9,

133 GAGA-associated factor fosters loop formation in the Drosophila genome. 2023, o)

MYC reshapes CTCF-mediated chromatin architecture in prostate cancer. 2023, 14,

131 Target-capture probes for phylogenomics of the Caenogastropoda. o)

No evidence for a common blood microbiome based on a population study of 9,770 healthy
humans.

Functional genomic effects of indels using Bayesian genome-phenome wide association studies in

129 sorghum. 14,

Colocalization of blood cell traits GWAS associations and variation in PU.1 genomic occupancy
prioritizes causal noncoding regulatory variants.

Role of the RNA-binding protein ZC3H41 in the regulation of ribosomal protein messenger RNAs in

127 trypanosomes. 2023, 16,

Whole Genome Sequencing Provides Information on the Genomic Architecture and Diversity of
Cultivated Gilthead Seabream (Sparus aurata) Broodstock Nuclei. 2023, 14, 839

PAK1-dependant mechanotransduction enables myofibroblast nuclear adaptation and chromatin

125 organisation during fibrosis.

RIF1 regulates replication origin activity and early replication timing in B cells.

Confounding factors in profiling of locus-specific human endogenous retrovirus (HERV) transcript

123 signatures in primary T cells using multi-study-derived datasets. 2023, 16,

ERCC6L2 mitigates replication stress and promotes centromere stability. 2023, 42, 112329

PEACOCK: a machine learning approach to assess the validity of cell type-specific enhancer-gene

121 regulatory relationships. 2023, 9,

Genome-Wide Association Study on Reproductive Traits Using Imputation-Based Whole-Genome
Sequence Data in Yorkshire Pigs. 2023, 14, 861

119 Homoeologous evolution of the allotetraploid genome of Poa annua L.. o)

Genome-wide SNPs show hybridization of Varroa mites from different Apis hosts in Vietnam and

Taiwan. 2023, 54,

119



CITATION REPORT

Plasmodium falciparum gametocytes display global chromatin remodelling during sexual

117 differentiation. 2023, 21,

Major proliferation of transposable elements shaped the genome of the soybean rust pathogen
Phakopsora pachyrhizi. 2023, 14,

Transposable Elements are differentially activated in cell lineages during the developing murine

115 submandibular gland.

CORE CONSERVED TRANSCRIPTIONAL REGULATORY NETWORKS DEFINE THE INVASIVE
TROPHOBLAST CELL LINEAGE.

Functionally distinct promoter classes initiate transcription via different mechanisms reflected in

13 focused versus dispersed initiation patterns.

Investigating miR-9 as a mediator in laryngeal cancer health disparities. 13,

Cross-species regulatory landscapes and elements revealed by novel joint systematic integration of

I human and mouse blood cell epigenomes.

NSD2 E1099K drives relapse in pediatric acute lymphoblastic leukemia by disrupting 3D chromatin
organization. 2023, 24,

An epigenetic switch controls an alternative NR2F2 isoform that unleashes a metastatic program in

199 melanoma. 2023, 14,

Overexpression of Ultrabithorax Changes the Development of Silk Gland and the Expression of
Fibroin Genes in Bombyx mori. 2023, 24, 6670

Activated Natural Killer Cell Inoculation Alleviates Fibrotic Liver Pathology in a Carbon

107 Tetrachloride-Induced Liver Cirrhosis Mouse Model. 2023, 11, 1090

Spurious intragenic transcription is a feature of mammalian cellular senescence and tissue aging.
2023, 3, 402-417

Multi-omics analysis reveals a crucial role for Retinoic Acid in promoting epigenetic and

105 transcriptional competence of anin vitromodel of human Pharyngeal Endoderm.

Investigation of NLR Genes Reveals Divergent Evolution on NLRome in Diploid and Polyploid
Species in Genus Trifolium. 2023, 14, 867

103 Theinterplay of 3D genome organization with UV-induced DNA damage and repair. 2023, 104679 o)

The m6A reader YTHDC1 and the RNA helicase DDX5 control the production of
rhabdomyosarcoma-enriched circRNAs. 2023, 14,

Condensed but liquid-like domain organization of active chromatin regions in living human cells.

101 2023, 9,

Differential contributions of nuclear lamina association and genome compartmentalization to gene

regulation. 2023, 14,

120



(2023

PuCRZ1, an C2H2 transcription factor from Polyporus umbellatus, positively regulates mycelium
99 response to osmotic stress. 14,

m6A epitranscriptomic regulation of tissue homeostasis during primate aging.

97  Acetylation of histone H2B marks active enhancers and predicts CBP/p300 target genes. 2023, 55,679-692 o

Obligate chimerism in male yellow crazy ants. 2023, 380, 55-58

Graded BMP signaling within intestinal crypt architecture directs self-organization of the
95 Whnt-secreting stem cell niche. 2023, 30, 433-449.e8

Escape from oncogene-induced senescence is controlled by POU2F2 and memorized by chromatin
scars. 2023, 3, 100293

Analysis of the P.0ividus sea urchin genome highlights contrasting trends of genomic and
93 regulatory evolution in deuterostomes. 2023, 3, 100295

The ENCODE Uniform Analysis Pipelines.

; Resolution of structural variation in diverse mouse genomes reveals chromatin remodeling due to
9 transposable elements. 2023, 100291

Ancient origin of Jingchuvirales derived glycoproteins integrated in arthropod genomes. 2023, 46,

3 PRC2.1- and PRC2.2-specific accessory proteins drive recruitment of different forms of canonical
9 PRC1.2023,

Genome-wide identification and characterization of circRNAs in wheat tiller. 2023, 136,

87 Endothelial Brg1 fine-tunes Notch signaling during zebrafish heart regeneration. 2023, 8, fe)

Transposable elements are associated with the variable response to influenza infection. 2023, 100292

8 A Weighted Two-stage Sequence Alignment Framework to Identify DNA Motifs from ChIP-exo o
Data.

Systematic visualisation of molecular QTLs reveals variant mechanisms at GWAS loci.

3 Ancient DNA Contradicts the Presence of Social Voles (Genus Microtus, Subgenus Sumeriomys) in
3 the Late Pleistocene of Western Europe. 2023, 15, 538

Genetic Screening of Targeted Region on the Chromosome 22q11.2 in Patients with Microtia and

Congenital Heart Defect. 2023, 14, 879

121



CITATION REPORT

Identification of Long Intergenic Noncoding RNAs in Rhizoctonia cerealis following Inoculation of

81 Wheat.

RIP-PEN-seq identifies a class of kink-turn RNAs as splicing regulators.

79 Identification of copy number variations in the genome of Dairy Gir cattle. 2023, 18, e0284085 o)

Telomeric retrotransposons show propensity to form G-quadruplexes in various eukaryotic species.
2023, 14,

Small vault RNA1-2 modulates expression of cell membrane proteins through nascent RNA
77 silencing. 2023, 6, €202302054

Rewiring of RNA methylation by the oncometabolite fumarate in renal cell carcinoma.

Ancestry-related differences in chromatin accessibility and gene expression of APOE @ are
75 associated with Alzheimer's disease risk.

The soil-borne white root rot pathogenRosellinia necatrixexpresses antimicrobial proteins during
host colonization.

Genotypic and phenotypic diversity of the multidrug-resistant Mycobacterium tuberculosis strains
73 from eastern India.

A multi-omics atlas of the human retina at single-cell resolution. 2023, 100298

; Whole transcriptome sequencing reveals HOXD11-AGAP3, a novel fusion transcript in the Indian
7 acute leukemia cohort. 14,

The genomic and evolutionary landscapes of anaplastic thyroid carcinoma.

6 Establishment of an artificial particulate matter-induced lung disease model through analyzing
9 pathological changes and transcriptomic profiles in mice. 2023, 13,

Comparison of two molecular barcodes for the study of equine strongylid communities with
amplicon sequencing. 11, e15124

The Genomic Variation and Differentially Expressed Genes on the 6P Chromosomes in
67  WheatBgropyron cristatum Addition Lines 5113 and II-30-5 Confer Different Desirable Traits. 2023 o)
, 24,7056

The anti-cancer compound JTE-607 reveals hidden sequence specificity of the mRNA 3? processing
machinery.

An improved genome assembly of the saguaro cactus (Carnegiea gigantea(Engelm.) Britton &amp;
Rose).

TAR Syndrome-associated Rbm8a deficiency causes hematopoietic defects and attenuates

Wnt/PCP signaling.

122



Elevated enhancer-oncogene contacts and higher oncogene expression levels by recurrent CTCF
inactivating mutations in acute Tltell leukemia. 2023, 42, 112373

Dynamic chromatin architectures provide insights into the genetics of cattle myogenesis. 2023, 14,

61 Fob1-dependent condensin recruitment and loop extrusion on yeast chromosome Ill. 2023, 19, 1010705 0

Never judge a bird by its feathers: genetics unveils the true target of trafficking in morphologically
similarCopsychusspecies.

59 Using haplotype and QTL analysis to fix favorable alleles in diploid potato breeding. o)

Evaluating the Transition from Targeted to Exome Sequencing: A Guide for Clinical Laboratories.
2023, 24,7330

Dynamic changes in P300 enhancers and enhancer-promoter contacts control mouse
57 cardiomyocyte maturation. 2023,

Interspecies blastocyst complementation generates functional rat cell-derived forebrain tissues in
mice.

55 Dynamic evolution of retroviral envelope genes in egg-laying mammalian genomes. o)

The initiation and maintenance of CHH methylation and its effects on gene expression are unique
in maize.

53 Genetic and karyotype divergence between parents affect clonality and sterility in hybrids. o)

Haplotype mapping of H3K27me3-associated chromatin interactions defines topological regulation
of gene silencing in rice. 2023, 42, 112350

51 R-loop landscape in mature human sperm: Regulatory and evolutionary implications. 14, fe)

Chemogenomic Profiling of a Plasmodium falciparum Transposon Mutant Library Reveals Shared
Effects of Dihydroartemisinin and Bortezomib on Lipid Metabolism and Exported Proteins.

Genomics reveals broad hybridization in deeply divergent Palearctic grass and water snakes (Natrix
19 spp.). 2023, 107787

Ancient diversity in host-parasite interaction genes in a model parasitic nematode.

A 1.5 Mb continuous endogenous viral element region in the arbuscular mycorrhizal
47 fungusRhizophagus irregularis.

Using landscape genomics to assess local adaptation and genomic vulnerability of a perennial herb

Tetrastigma hemsleyanum (Vitaceae) in subtropical China. 14,

123



CITATION REPORT

Disease-related p63 DBD mutations impair DNA binding by distinct mechanisms and varying
45 degree. 2023, 14,

CamoTSS: analysis of alternative transcription start sites for cellular phenotypes and regulatory
patterns from 55cRNA-seq data.

43 Single worm long read sequencing reveals genome diversity in free-living nematodes. o)

Transgressive and parental dominant gene expression and cytosine methylation during seed
development in Brassica napus hybrids. 2023, 136,

41 Lamin B1 overexpression alters chromatin organization and gene expression. 2023, 14, o)

RNA degradome analysis reveals DNE1 endoribonuclease is required for the turnover of diverse
mRNA substrates in Arabidopsis.

A VEL3 histone deacetylase complex establishes a maternal epigenetic state controlling progeny
39 seed dormancy. 2023, 14,

Reversal of the diabetic bone signature with anabolic therapies in mice. 2023, 11,

Genetic determinants of switchgrass-root-associated microbiota in field sites spanning its natural
37 range. 2023,

Cell Type-Specific Regulation by a Heptad of Transcription Factors in Human Hematopoietic Stem
and Progenitor Cells.

The histone H3K36 demethylase Fbxl11 plays pivotal roles in the development of retinal late-born
35 cell types.

Subgenome-aware analyses suggest a reticulate allopolyploidization origin in three Papaver
genomes. 2023, 14,

33 Oncogenic CDK13 mutations impede nuclear RNA surveillance. 2023, 380, 0

A small RNA system ensures accurate homologous pairing and unpaired silencing of meiotic
chromosomes.

Gapless genome assembly of Fusarium verticillioides, a filamentous fungus threatening plant and
31 human health. 2023, 10,

The evolution of two transmissible cancers in Tasmanian devils. 2023, 380, 283-293

- Glucocorticoid activation of anti-inflammatory macrophages protects against insulin resistance.
2023, 14,

The RNA m6A landscape of mouse oocytes and preimplantation embryos.

124



Epigenetic Gene-Regulatory Loci in Alu Elements Associated with Autism Susceptibility in the
27 prefrontal Cortex of ASD. 2023, 24, 7518

exRNA-eCLIP intersection analysis reveals a map of extracellular RNA binding proteins and
associated RNAs across major human biofluids and carriers. 2023, 100303

Human immune and gut microbial parameters associated with inter-individual variations in
25 COVID-19 mRNA vaccine-induced immunity. 2023, 6,

Epidemiological and genomic investigation of chikungunya virus in Rio de Janeiro state, Brazil,
between 2015 and 2018.

23 Genome-Wide Mapping of 5? Isoforms with 5?-Seq. 2023, 3, o)

Epidemiological Surveillance Reveals the Rise and Establishment of the Omicron SARS-CoV-2
Variant in Brazil. 2023, 15, 1017

Igh and Igk loci use different folding principles for V gene recombination due to distinct

21 chromosomal architectures of pro-B and pre-B cells. 2023, 14,

DNA methylation protocol for analyzing cell-free DNA in the spent culture medium of human
preimplantation embryos. 2023, 4, 102247

19 NF-B/p52 augments ETS1 binding genome-wide to promote glioma progression. 2023, 6, o)

The mitochondrial genome of the diploid oat Avena longiglumis. 2023, 23,

L Electroconductive and mechano-competent PUCL@CNT nanohybrid scaffolds guiding neuronal
7 specification of neural stem/progenitor cells. 2023, 466, 143125

Novel Chromatin Insulating Activities Uncovered upon Eliminating Known Insulatorsin vivo.

Topologically associating domain underlies tissue specific expression of long intergenic non-coding
15 RNAs. 2023, 26, 106640

MORC proteins regulate transcription factor binding by mediating chromatin compaction in active
chromatin regions. 2023, 24,

PSGL-1 attenuates early TCR signaling to suppress CD8+ Tltell progenitor differentiation and elicit
13 terminal CD8+ Tltell exhaustion. 2023, 42, 112436

MYT1L is required for suppressing earlier neuronal development programs in the adult mouse
brain. 2023, 33, 541-556

Exploring Microbial Diversity and Functional Potential along the Bay of Bengal Coastline in

i Bangladesh: Insights from Amplicon Sequencing and Shotgun Metagenomics.

A second unveiling: Haplotig masking of the eastern oyster genome improves population-level

inference.

125



CITATION REPORT

9 Evolutionary constraint and innovation across hundreds of placental mammals. 2023, 380, 0

Genetic and physical localization of a major susceptibility gene to Pyrenophora teres f. maculata in
barley. 2023, 136,

Complementary strategies for directing in vivo transcription factor binding through DNA binding
7 domains and intrinsically disordered regions. 2023, 83, 1462-1473.e5

Identification of transcription factor co-binding patterns with non-negative matrix factorization.

Ancestral genome reconstruction enhances transposable element annotation by identifying
5 degenerate integrants.

Mouse B2 SINE elements function as IFN-inducible enhancers. 12,

PIBF1 regulates multiple gene expression via impeding long-range chromatin interaction to drive
b the malignant transformation of HPV16 integration epithelial cells. 2023,

RNA polymerase drives ribonucleotide excision DNA repair in E.[toli. 2023,

Multifunctional dendrimer@nanoceria engineered GelMA hydrogel accelerates bone regeneration
through orchestrated cellular responses. 2023, 20, 100664

126



