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geneXplain® platform major 7.0 release

New:
A The platform has now fully automatic pipelines for paired RNA-seq libraries E

*  New workflows for analyzing multiple BAM files @

X Estimate DEGs from raw RNA-seq data, counts or normalized transcriptomic data in 8

new and enhanced workflows

“*® Load RNA-seq data

* RNA-seq preprocessing
Conversion of RNAseq_data
Alignment of RNAseq data
Counting_reads to genomic features

From raw data to gene/transcript counts
From multiple BAM files to gene counts @

RNAseq analysis with HISATZ2 (paired-end) @
RNAseq analysis with HISAT2 (single-end)
RNAseq analysis with Subread (paired-end)

RNAseq analysis with Subread (single-end)

Quantification of RNA-seq with Cufflinks (no de-novo assembly) for FASTQ files
Quantification of RNA-seq with Cufflinks (with de-novo assembly) for FASTQ files

Discover genome variants and indels

@~ Detect differentiallv expressed aenes (DEGs)

Full RNAseq data analysis
Analyze multiple BAM files to detect DEGSE

Full RNAseq analysis with HISAT2, featureCounts and limma (paired-end)@

Full RNAseq analysis with HISAT2, featureCounts and limma (single-end)
Eull RNAseq _analysis with HISAT?, htseq-counts and limma (paired-end) I@
Full RNAseq analysis with HISAT2, htseq-counts and limma (single-end)

Full RNAseq analysis with subread, featureCounts and limma (pa\'red-end)].@

Full RNAseq analysis with subread, featureCounts and limma (single-end)

Statistics for RNAseq data
Estimate DEGs with quided limma

Limma
Limma voom
edgeR
DESeq2
EBarrays




A Support of new species Zebrafish and Arabidopsis for analyzing RNA-seq data or genes
and sequences for transcription factor binding sites in over 20 workflows

A Support of Affymetrix miRNA-4.1 microarray chip & Agilent miRNA microarray chips

A Enable multiple miRNA ID support and conversion handling

Start page fq,;mixture_m\RNA Genes E... X

First | | Previous Pageofl Next | | Last

ID

Showing 1 to 8 of 8 entries

Show entries

miRBase ID

ENSG00000199121
ENSG00000207547
ENSG00000207757
ENSG00000207808
ENSG00000283736
ENSG00000284190
ENSG00000284520
ENSG00000284536

MI0000084
MI0000082
MIO000095
MI0000085
hsa-mir-484
MI0O0000D77
hsa-let-7b
hsa-mir-17

A Investigate tissue- or cell-line specific miRNA promoter regions with TRANSFAC®

Start page | s Identify enriched

motifs ... X

Identify enriched motifs in tissue specific miRNA promoters (TRANSFAC(R))
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Identify enriched motifs in cell line specific miRNA promoters (TRANSFAC(R))
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Identify enriched motifs in tissue-specific miRNA promoters [ workflow link ]
Identify enriched motifs in cell-specific miRNA promoters [ workflow link ]


https://platform.genexplain.com/bioumlweb/#de=analyses/Workflows/TRANSFAC/Identify%20enriched%20motifs%20in%20tissue%20specific%20miRNA%20promoters%20(TRANSFAC(R))
https://platform.genexplain.com/bioumlweb/#de=analyses/Workflows/TRANSFAC/Identify%20enriched%20motifs%20in%20cell%20line%20specific%20miRNA%20promoters%20(TRANSFAC(R))

A Identifying miRNA binding sites in tissue-specific genes with HumanPSD™

Start page |P¥lung_gene set X|

Genes expressed in lung tissue
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78081 | I brane protein 3 LAMP3 0.41846 119.52459
ENSG00000086548  CEA cell adhesion molecule 6 CEACAMG 0.34894 118.32295
ENSG00000096088  progastricsin PGC 0.66628 102.34098
ENSG00000122852  surfactant protein Al SFTPAL 0.95493 404 86557
ENSGO0000131400  napsin A aspartic peptidase NAPSA 0.71361 149.51803
ENSG00000133661  surfactant protein D SFTPD 0.67854 124.13607
ENSG00000140465  cytochrome P450 family 1 subfamily A member 1 CYP1AL 0.46761 138.81639
4274 ficolin 3 FCN3 0.52793 147.95902
ENSG00000149021  secretoglobin family 1A member 1 SCGB1AL 0.86226 498.99836
ENSG00000157765  solute carrier family 34 member 2 SLC34A2 0.5495 251.86885
ENSG00000161055  secretoglobin family 3A member 1 SCGB3AL 0.47541 164.76721
ENSG00000164265  secretoglobin family 3A member 2 SCGB3A2 0.83947 243.23443 miRNA bindi ng Sites I
ENSG00000168484  surfactant protein C SFTPC 0.97207 653.46393
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204305  advanced jon end-product specific receptor  AGER 0.77170 1122 ENST00000409383_2_85658290-85668741_-1 hsa-let-7i-5p -0.01116
ENSG00000244734  hemoglobin subunit beta HBE 0.52 977 ENST00000428225_2_85658255-85668172_-1 hsa-let-7i-5p -0.00645
407 ENST00000415707_6_41744479-41754109_-1 hsa-miR-103a-3p -0.06193
413 ENST00000415707_6_41744479-41754109_-1 hsa-miR-107 -0.0557
381 ENST00000481748_1_27373530-27374805_-1 hsa-miR-10a-5p -0.00866
75 ENST00000521315_8_22161797-22164479_1 hsa-miR-10a-5p -0.03293
387 ENST00000481748_1_27373530-27374805_-1 hsa-miR-10b-5p -0.00642
80 ENST00000521315_8_22161797-22164479_1 hsa-miR-10b-5p -0.03233
110 ENST00000522109_8_22161805-22164008_1 hsa-miR-1178-3p -0.06696
1189 ENST00000524255_8_22161807-22164479_1 hsa-miR-1178-3p -0.0171
1376 ENST00000318561_8_22161655-22164476_1 hsa-miR-1178-3p -0.06865
201 ENST00000679463_8_22161798-22164479_1 hsa-miR-1178-3p -0.06273

A New pipeline to analyze SNPs with TRANSFAC® and TRANSPATH® at once

SNP missense SIFT analysis
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2 New features: MATCH™ for tracks, Convert table to VCF track, Filter VCF by genotype

X We have updated our start page with new features and > 30 enhanced or new workflows

“®~ RNA-seq preprocessing
Conversion of RNAseq data
Alignment of RNAseq data
Counting reads to genomic features
From raw data to gene/trans:
Discover genome variants and indels

~ Detect differentially expressed genes (DEGs)
Full RNAseq data analysis
Statistics for RNAseq data

“$~ Analyze ChIP-Seq peaks
Identify and classify target genes near the intervals
Site search with TRANSFAC(R)
wersion 3.0 (MATCH(TM))
version 2.0 (Adjusted p-values)
varsion 1.2 (Classical)
Search for composite modules with TRANSFAC(R)
Discover de-novo motifs
Discover de-novo molifs using ChIPHarde
Discover de-novo metifs using ChiPMunk
Discover de-novo motifs using DIChIPHarde

Discover da-novo motifs using DIChIPMunk

Eind regulatory regions

“®~ Find and analyze genome variants and indels

Find genome variants and indels from full-genome NGS hg19

Eind genome variants and indels from full-genome NGS hg38

Discover short indels with subread

Call SNPs for individual samples

SIFT: Predicting_effects on protein functions
Variant effect predictor (Ensembl)

Mutation effect

Filter VCF by genotype

Molecular tumor board report (version 3)

$° NGS
Convert SRA files to FASTQ files (paired-end)
Alignment of FASTQ with Bowtie
Alignment of FASTQ with Bowtia2
Alignment of FASTQ with Burrows-Wheeler (BWA)
Alignment of FASTQ with Subread
Convert genome coordinates with Lift-over
Eind genome variants and indels from full-genome NGS _hg19
Eind genome variants and indels from full-genome NGS_hg38

Database updates:

Upst

Drug targets Pathways)

“®~ Identify TFBS affected by genomic variations
Analyze SNP list (GTRD) hg19
Analyze SNP list (GTRD) hg38
Analyze SNP list (TRANSFAC(R))_hg19

“®~ Analyze miRNA data

“®~ Normalize miRNA microarray data

“@~ Detect differentially expressed miRNA genes

“®~ Analyze promoters of miRNA genes

Analyze miRNA target enrichment

Get miRNA targets

Create miRNA promoters

miRNA feed forward loops

Prediction of miRNA binding sites in transcript regions of genes.

Prediction of miRNA binding sites in tissue-specific genes

Experiment vs. control
Multiple conditions
Normalization quality plots

Principal Component Analysis (PCA)

Estimate DEGs with Limma
Estimate DEGs with guided Limma
Estimate DEGs with EBArrays
Eﬁ.ﬁ‘mﬂ!ﬂ E '25 Elh -test

Estimate DEGs with ic analysis

Enriched motifs in cell line specific miRNA promoters
Enriched motifs in tissue specific miRNA promoters

Analyze SNP list (TRANSFAC(R))_hg38

Analyze SNP list (TRANSFAC(R).and TRANSPATH(R))_hg18
Analyze SNP list (TRANSFAC(R) and TRANSPATH(R))_hg38
Find enriched TF binding sites in variation sites (TRANSFAC(R))

Mutation effect on TF binding sites
Mutation effect on TF binding sites advanced
Find regulatory regions with mutations

HumanPSD™ is updated to version 2022.1

TRANSFAC® is updated to version 2022.1

TRANSPATH® is updated to version 2022.1


https://platform.genexplain.com/bioumlweb/#de=analyses/Methods/Site%20analysis/TRANSFAC(R)%20Match(TM)%20for%20tracks
https://platform.genexplain.com/bioumlweb/#de=analyses/Methods/Data%20manipulation/Convert%20table%20to%20VCF%20track
https://platform.genexplain.com/bioumlweb/#de=analyses/Methods/Data%20manipulation/Filter%20VCF%20by%20genotype

