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Argirion, I., et al. Increasing prevalence of HPV in oropharyngeal carcinoma suggests adaptation of p16 
screening in Southeast Asia. J Clin Virol 132, 104637, (2020), DOI: 10.1016/j.jcv.2020.104637 
(DNAstorm™, FFPE tissue, qPCR) 
 
Basura, G. J., et al. Targeted molecular characterization of external auditory canal squamous cell 
carcinomas. Laryngoscope Investigative Otolaryngology 6, 1151-1157, (2021), DOI: 10.1002/lio2.654 
(DNAstorm™, FFPE tissue, DNA sequencing) 
 
Blomain, E., et al. Evolutionary pressures shape soft tissue sarcoma development and radiotherapy 
response. (2023), DOI: 10.21203/rs.3.rs-3332073/v1 (DNAstorm™, FFPE tissue, DNA sequencing) 
 
Bui, N.Q. et al. (2023). Monitoring Sarcoma Response to Immune Checkpoint Inhibition and Local 
Cryotherapy with Circulating Tumor DNA Analysis Clin Cancer Res 29, 2612-2620. 10.1158/1078-
0432.CCR-23-0250 (DNAstorm, FFPE tissue,  DNA sequencing) 
 
Butzmann, A., et al. A comprehensive analysis of RHOA mutation positive and negative 
angioimmunoblastic T-cell lymphomas by targeted deep sequencing, expression profiling and single cell 
digital image analysis. International Journal of Molecular Medicine 46, 1466-1476, (2020), DOI: 
10.3892/ijmm.2020.4686 (DNAstorm™, RNAstorm™, FFPE tissue) 
 
Butzmann, A., et al. Mutations in JAK/STAT and NOTCH1 genes are enriched in post-transplant 
lymphoproliferative disorders. Frontiers in Oncology 11, 790481, (2022), DOI: 10.3389/fonc.2021.790481 
(DNAstorm™, RNAstorm™, FFPE tissue) 
 
Childs, A., et al. Whole-genome sequencing of single circulating tumor cells from neuroendocrine 
neoplasms. Endocr Relat Cancer 28, 631-644, (2021), DOI: 10.1530/ERC-21-0179 (DNAstorm™, FFPE 
tissue) 
 
Ishihara, S., et al. Histological and immunohistochemical features and genetic alterations in the malignant 
progression of giant cell tumor of bone: a possible association with TP53 mutation and loss of H3K27 
trimethylation. Modern Pathology 35, 640-648, (2022), DOI: 10.1038/s41379-021-00972-x (DNAstorm™, 
FFPE tissue, DNA sequencing, AmpliSeq) 
 
Levine, A., et al. Immuno-oncologic profiling of pediatric CNS tumors reveals major clinical significance of 
the tumor immune microenvironment. (2023), DOI:  10.21203/rs.3.rs-2655807/v1 (DNAstorm™, 
RNAstorm™, FFPE tissue, RNA sequencing) 
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Mandl, A., et al. Two distinct classes of thymic tumors in patients with MEN1 show LOH at the MEN1 
locus. Endocrine-Related Cancer 28, L15-L19, (2021), DOI: 10.1530/ERC-21-0226 (DNAstorm™, 
RNAstorm™, FFPE tissue, PCR, RNA sequencing) 
 

Rai, S., et al. Decreased expression of T‐cell‐associated immune markers predicts poor prognosis in 
patients with follicular lymphoma. Cancer Science 113, 660-673, (2022), DOI: 10.1111/cas.15224 
(DNAstorm™, RNAstorm™, FFPE tissue, DNA sequencing, RNA sequencing) 
 
Vesely, C., et al. Systematic Evaluation of the Immune Environment of Small Intestinal Neuroendocrine 
Tumors. Clin Cancer Res 28, 2657-2668, (2022), DOI: 10.1158/1078-0432.CCR-21-4203 (DNAstorm™, 
FFPE tissue) 
 
Wang, M., et al. The genetic evolution of acral melanoma. bioRxiv, (2023), DOI: 
10.1101/2023.10.18.562802 (DNAstorm™, FFPE tissue, qPCR, DNA sequencing) 
 
Wu, D., et al. Dual genome-wide coding and lncRNA screens in neural induction of induced pluripotent 
stem cells. Cell genomics 2, (2022), DOI: 10.1016/j.xgen.2022.100177 (DNAstorm™) 
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Alberti-Violetti, S., et al. A Microenvironment-Related Nine-Gene Signature May Predict Survival in 
Mycosis Fungoides Patients at Diagnosis. Cells 12, 1944, (2023), DOI: 10.3390/cells12151944  
(RNAstorm™, FFPE tissue, Mycosis Fungoides) 
 
Apostolides, M., et al.  Clinical Implementation of MetaFusion for Accurate Cancer-Driving Fusion 
Detection from RNA Sequencing. The Journal of Molecular Diagnostics 25, 921-931, (2023), DOI: 
10.1016/j.jmoldx.2023.09.002 (RNAstorm™, FFPE, RNA sequencing) 
 
Banerjee, P., et al. NLRP3 inflammasome as a key molecular target underlying cognitive resilience in 
amyotrophic lateral sclerosis. The Journal of Pathology 256, 262-268, (2022), DOI: 10.1002/path.5846 
(RNAstorm™, FFPE tissue, RNA sequencing) 
 
Binkley, M. S., et al. KEAP1/NFE2L2 mutations predict lung cancer radiation resistance that can be 
targeted by glutaminase inhibition. Cancer Discovery 10, 1826-1841, (2020), DOI: 10.1158/2159-
8290.CD-20-0282 (RNAstorm™, FFPE tissue, RNA sequencing, H1299 cells, A549 cells) 
 
Blackburn, C. M., et al. Myeloid-associated lipin-1 transcriptional co-regulatory activity is atheroprotective. 
Atherosclerosis 330, 76-84, (2021), DOI: 10.1016/j.atherosclerosis.2021.06.927 (RNAstorm™, FFPE 
tissue) 
 
Blackburn, C. M., et al. Macrophage-associated lipin-1 transcriptional co-regulatory activity is involved in 
atherosclerosis. bioRxiv, (2020), DOI: 10.1101/2020.06.02.130096 (RNAstorm™, FFPE tissue) 
 
Butzmann, A., et al. A comprehensive analysis of RHOA mutation positive and negative 
angioimmunoblastic T-cell lymphomas by targeted deep sequencing, expression profiling and single cell 
digital image analysis. International Journal of Molecular Medicine 46, 1466-1476, (2020), DOI: 
10.3892/ijmm.2020.4686 (DNAstorm™, RNAstorm™, FFPE tissue) 
 
Butzmann, A., et al. Mutations in JAK/STAT and NOTCH1 genes are enriched in post-transplant 
lymphoproliferative disorders. Frontiers in Oncology 11, 790481, (2022), DOI: 10.3389/fonc.2021.790481 
(DNAstorm™, RNAstorm™, FFPE tissue) 
 
Chen, C., et al. Prediction of survival of HPV16-negative, p16-negative oral cavity cancer patients using a 
13-gene signature: A multicenter study using FFPE samples. Oral Oncol 100, 104487, (2020), DOI: 
10.1016/j.oraloncology.2019.104487 (RNAstorm™, FFPE tissue) 
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Depoilly, T., et al. Immunophenotypic and molecular characterization of pancreatic neuroendocrine 
tumors producing serotonin. Modern pathology 35, 1713-1722, (2022), DOI:10.1038/s41379-022-01110-x 
(RNAstorm™, cell culture, PS1 cell line) 
 
Flanagan, K. C., et al. Multidimensional biomarker predicts disease control in response to immunotherapy 
in recurrent or metastatic head and neck squamous-cell carcinoma. Journal of cancer research and 
clinical oncology 149, 14125-14136, (2023), DOI: 10.2147/IJGM.S350081 (RNAstorm™, FFPE tissue, 
RNA sequencing) 
 
Hermanova, I., et al. Genetic manipulation of LKB1 elicits lethal metastatic prostate cancer. Journal of 
Experimental Medicine 217, (2020), DOI: 10.1084/jem.20191787 (RNAstorm™, FFPE tissue) 
 
Hesson, A. M., et al. Placental transcriptome analysis of hypertensive pregnancies identifies distinct gene 
expression profiles of preeclampsia superimposed on chronic hypertension. BMC Medical Genomics 16, 
91, (2023), DOI: 10.1186/s12920-023-01522-x (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Imajo, I., et al. Intraosseous synovial sarcoma of the mandible: A case report and review of the literature. 
Oncology Letters 26, 1-7, (2023), DOI: 10.3892/ol.2023.13904 (RNAstorm™, FFPE tissue, RT-qPCR) 
 
Ishi, Y., et al. Association of the FGFR1 mutation with spontaneous hemorrhage in low-grade gliomas in 
pediatric and young adult patients. J Neurosurg 134, 733-741, (2020), DOI: 10.3171/2019.12.JNS192155 
(RNAstorm™, Cryosection) 
 
Kawaguchi, K., et al. Prognostic value of nuclear morphometry in myxoid liposarcoma. Cancer Science 
114, 2178, (2023), DOI: 10.1111/cas.15729 (RNAstorm™, FFPE tissue, RT-qPCR) 
 
Levine, A., et al. Immuno-oncologic profiling of pediatric CNS tumors reveals major clinical significance of 
the tumor immune microenvironment. (2023), DOI: 10.21203/rs.3.rs-2655807/v1 (DNAstorm™, 
RNAstorm™, FFPE tissue, RNA sequencing) 
 
Lone, W., et al. Genome-wide miRNA expression profiling of molecular subgroups of peripheral T-cell 
lymphoma. Clinical Cancer Research 27, 6039-6053, (2021), DOI:  10.1158/1078-0432.CCR-21-0573 
(RNAstorm™, FFPE tissue) 
 
Mandl, A., et al. Two distinct classes of thymic tumors in patients with MEN1 show LOH at the MEN1 
locus. Endocrine-Related Cancer 28, L15-L19, (2021), DOI:  10.1530/ERC-21-0226 (DNAstorm™, 
RNAstorm™, FFPE tissue, PCR, RNA sequencing) 
 
Manjunath, H. S., et al. Gene expression profiling of FFPE samples: A titration test. Technology in Cancer 
Research & Treatment 21, (2022, DOI: 10.1177/15330338221129710 (RNAstorm™, FFPE tissue) 
 
Miyoshi, H., et al. High levels of Tfh/B-cell gene expression suggests poor prognosis in systemic chronic 
active Epstein-Barr virus disease. (2023), DOI: 10.21203/rs.3.rs-2824002/v1 (RNAstorm™, FFPE tissue, 
RNA sequencing) 
 
Nagy, A., et al. A novel case of an infantile fibrosarcoma-like tumor with KIAA1549-BRAF translocation 
and an oncogenic NF2p. Q459* SNV with potential clinical significance. (2021), DOI: 
10.29328/journal.apcr.1001023 (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Parekh, V. I., et al. A knock-in mouse model of the gcm2 variant p. Y392S develops normal parathyroid 
glands. Journal of the Endocrine Society 7, bvad126, (2023), DOI: 10.1210/jendso/bvad126 
(RNAstorm™, FFPE tissue) 
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Rai, S., et al. Decreased expression of T‐cell‐associated immune markers predicts poor prognosis in 
patients with follicular lymphoma. Cancer Science 113, 660-673, (2022), DOI: 10.1111/cas.15224 
(DNAstorm™, RNAstorm™, FFPE tissue, DNA sequencing, RNA sequencing) 
 
Ren, X., et al. Prognostic significance of different molecular typing methods and immune status based on 
RNA sequencing in HR-positive and HER2-negative early-stage breast cancer. BMC Cancer 22, 548, 
(2022), DOI: 10.1186/s12885-022-09656-4 (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Rifai, O. M., et al. Random forest modelling of neuropathological features identifies microglial activation 
as an accurate pathological classifier of C9orf72-related amyotrophic lateral sclerosis. bioRxiv, (2021), 
DOI:  10.1101/2021.12.10.471808 (RNAstorm™, FFPE tissue, RT-qPCR) 
 
Rifai, O. M., et al. Distinct neuroinflammatory signatures exist across genetic and sporadic amyotrophic 
lateral sclerosis cohorts. Brain 146, 5124-5138, (2023), DOI:  10.1093/brain/awad243 (RNAstorm™, RNA 
sequencing) 
 
Schillebeeckx, I., et al. Analytical Performance of an Immunoprofiling Assay Based on RNA Models. J Mol 
Diagn 22, 555-570, (2020), DOI: 10.1016/j.jmoldx.2020.01.009 (RNAstorm™, FFPE tissue) 
 
Schillebeeckx, I., et al. T cell subtype profiling measures exhaustion and predicts anti-PD-1 response. 
Scientific Reports 12, 1342, (2022), DOI: 10.1038/s41598-022-05474-7 (RNAstorm™, FFPE tissue) 
 
Song, M., et al. Cell-type-specific 3D epigenomes in the developing human cortex. Nature 587, 644-649, 
(2020), DOI: 10.1038/s41586-020-2825-4 (RNAstorm™, PFA fixed tissue, RNAseq) 
 
Su, X., et al. lncRNA-LET Regulates Glycolysis and Glutamine Decomposition of Esophageal Squamous 
Cell Carcinoma Through miR-93-5p/miR-106b-5p/SOCS4. Frontiers in Oncology 12, 897751, (2022), 
DOI: 10.3389/fonc.2022.897751 (RNAstorm™, cell culture, RT-qPCR) 
 
Tabanelli, V., et al. The identification of TCF1+ progenitor exhausted T cells in THRLBCL may predict a 
better response to PD-1/PD-L1 blockade. Blood Advances 6, 4634-4644, (2022), DOI: 
10.1182/bloodadvances.2022007046 (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Thompson, C. H., et al. Spatiotemporal patterns of gene expression around implanted silicon electrode 
arrays. Journal of neural engineering 18, 045005, (2021), DOI: 10.1088/1741-2552/abf2e6 (RNAstorm™, 
LCM-collected fresh tissue, RNA sequencing) 
 
Thompson, J. C., et al. Gene signatures of tumor inflammation and epithelial-to-mesenchymal transition 
(EMT) predict responses to immune checkpoint blockade in lung cancer with high accuracy. Lung Cancer 
139, 1-8, (2020), DOI: 10.1016/j.lungcan.2019.10.012 (RNAstorm™, FFPE tissue, AmpliSeq) 
 
Tobin, J. D., et al. Variable sensitivity to diethylene glycol poisoning is related to differences in the uptake 
transporter for the toxic metabolite diglycolic acid. Clinical Toxicology 61, 207-211, (2023), DOI: 
10.1080/15563650.2022.2163659 (RNAstorm™, FFPE tissue, qPCR) 
 
Xu, N., et al. Integrated proteogenomic characterization of urothelial carcinoma of the bladder. J Hematol 
Oncol 15, 76, (2022), DOI: 10.1186/s13045-022-01291-7 (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Yao, Z., et al. Proteogenomics of different urothelial bladder cancer stages reveals distinct molecular 
features for papillary cancer and carcinoma in situ. Nature Communications 14, 5670, (2023), DOI: 
10.1038/s41467-023-41139-3 (RNAstorm™, FFPE tissue, RNA sequencing) 
 
Ye, S., et al. Integrative genomic and transcriptomic analysis reveals immune subtypes and prognostic 
markers in ovarian clear cell carcinoma. British Journal of Cancer 126, 1215-1223, (2022), DOI: 
10.1038/s41416-022-01705-w (RNAstorm™, FFPE tissue, RNA sequencing) 
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Yoshiki, K., et al. Superficial Siderosis Associated with Long-Term Recurrence of Pilocytic Astrocytoma in 
an Elderly Person. World Neurosurgery 138, 541-544, (2020), DOI: 10.1016/j.wneu.2020.03.112 
(RNAstorm™) 
 
Zhou, M., et al. CircSKA3 downregulates miR-1 through methylation in glioblastoma to promote cancer 
cell proliferation. Cancer Management and Research, 509-514, (2021), DOI: 10.2147/CMAR.S279097 
(RNAstorm™, RT-qPCR, U87 cells) 
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Chen, J., et al. RASA4 inhibits the HIFα signaling pathway to suppress proliferation of cervical cancer 
cells. Bioengineered 12, 10723-10733, (2021), DOI: 10.1080/21655979.2021.2002499 (RNAstorm™ 
Fresh Cell and Tissue RNA isolation kit, RT-qPCR, cell culture, HeLa cells, C-33A cells) 
 
Chen, S., and Dai, M. Lipopolysaccharide-Induced LncRNA TMC3-AS1 Is Highly Expressed in 
Osteoporosis and Promotes Osteoblast Apoptosis by Suppressing the Formation of Mature MiR-708. 
International Journal of General Medicine, 3345-3352, (2022), DOI: 10.2147/IJGM.S350081 (RNAstorm™ 
Fresh Cell and Tissue RNA isolation Kit, RT-qPCR, plasma sample) 
 
Gao, F., et al. Inhibition of ERKs/Akt-Mediated c-Fos expression is required for piperlongumine-induced 
cyclin D1 downregulation and tumor suppression in colorectal cancer cells. OncoTargets and therapy, 
5591-5603, (2020), DOI: 10.2147/OTT.S251295 (RNAstorm™ Fresh Cell and Tissue RNA isolation Kit, 
RT-qPCR, cell culture) 
 
Liu, Y., et al. Transmembrane and Ubiquitin-Like Domain-Containing 1 Promotes Glioma Growth and 
Indicates Unfavorable Prognosis. International Journal of Genomics 2023, (2023), DOI: 
10.1155/2023/3318171 (RNAstorm™ Fresh Cell and Tissue RNA isolation Kit, RT-qPCR, cell culture, 
human glioma cells) 

 
Lu, C., et al. CircCTNNA1 is upregulated in mantle cell lymphoma and predicts poor survival by sponging 
miR-34a to increase cell proliferation. Mediterranean Journal of Hematology and Infectious Diseases 14, 
(2022), DOI: 10.4084/MJHID.2022.047 (RNAstorm™ Fresh Cell and Tissue RNA Isolation Kit, cell 
culture, tissue sample, RT-qPCR, JVM-2 cells, Z138 cells) 
 
Zhao, H.,Zhan, J.,Wang, Q.,Yang, S., and Xiao, X. (2024). LncRNA HCP5 is Highly Expressed in 
Gestational Diabetes Mellitus to Suppress Insulin Secretion. Diabetes, Metabolic Syndrome and Obesity 
Volume 17, 157-163. 10.2147/dmso.S409365 (RNAstorm Isolation Kit, RT-qPCR, cell culture) 
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