335

papers

344

all docs

13865

15,409 67
citations h-index
344 344
docs citations times ranked

102

g-index

11580

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Lack of Antibody Production Following Immunization in Old Age: Association with CD8+CD283" T Cell
Clonal Expansions and an Imbalance in the Production of Th1l and Th2 Cytokines. Journal of
Immunology, 2002, 168, 5893-5899.

Correlation between Genetic and Geographic Structure in Europe. Current Biology, 2008, 18, 1241-1248. 3.9 449

EMPOPA€” A forensic mtDNA database. Forensic Science International: Genetics, 2007, 1, 88-92.

DNA Commission of the International Society for Forensic Genetics: Revised and extended guidelines

for mitochondrial DNA typing. Forensic Science International: Genetics, 2014, 13, 134-142. 3.1 243

A global analysis of Y-chromosomal haplotype diversity for 23 STR loci. Forensic Science
International: Genetics, 2014, 12, 12-23.

Publication of population data for forensic purposes. Forensic Science International: Genetics, 2010,
4,145-147. 3.1 195

Massively parallel sequencing of forensic STRs: Considerations of the DNA commission of the
International Society for Forensic Genetics (ISFG) on minimal nomenclature requirements. Forensic
Science International: Genetics, 2016, 22, 54-63.

Inhibition of the Acetyltransferases p300 and CBP Reveals a Targetable Function for p300 in the
Survival and Invasion Pathways of Prostate Cancer Cell Lines. Molecular Cancer Therapeutics, 2011, 10, 4.1 188
1644-1655.

ISFG: Recommendations regarding the use of non-human (animal) DNA in forensic genetic
investigations. Forensic Science International: Genetics, 2011, 5, 501-505.

DNA commission of the International Society of Forensic Genetics: Recommendations on the
evaluation of STR typing results that may include drop-out and/or drop-in using probabilistic 3.1 171
methods. Forensic Science International: Genetics, 2012, 6, 679-688.

Rapid coastal spread of First Americans: Novel insights from South America's Southern Cone
mitochondrial genomes. Genome Research, 2012, 22, 811-820.

GeneMarkerA® HID: A Reliable Software Tool for the Analysis of Forensic STR Data. Journal of Forensic 16 165
Sciences, 2011, 56, 29-35. :

DNA Extraction and Quantitation of Forensic Samples Using the Phenola€“Chloroform Method and
Real-Time PCR. , 2005, 297, 013-030.

Identification of the remains of King Richard Ill. Nature Communications, 2014, 5, 5631. 12.8 163

Inferring Continental Ancestry of Argentineans from Autosomal, Ya€Chromosomal and Mitochondrial
DNA. Annals of Human Genetics, 2010, 74, 65-76.

High-quality and high-throughput massively parallel sequencing of the human mitochondrial genome

using the lllumina MiSeq. Forensic Science International: Genetics, 2014, 12, 128-135. 3.1 155

Toward Male Individualization with Rapidly Mutating Y-Chromosomal Short Tandem Repeats. Human

Mutation, 2014, 35, 1021-1032.

Investigation of Heteroplasmy in the Human Mitochondrial DNA Control Region: A Synthesis of
Observations from More Than 5000 Global Population Samples. Journal of Molecular Evolution, 2009, 1.8 149
68, 516-527.



20

22

24

26

28

30

32

34

36

WALTHER PARSON

ARTICLE IF CITATIONS

The initial peopling of the Americas: A growing number of founding mitochondrial genomes from

Beringia. Genome Research, 2010, 20, 1174-1179.

Similar qualitative and quantitative changes of mitochondrial respiration following strength and
endurance training in normoxia and hypoxia in sedentary humans. American Journal of Physiology - 1.8 144
Regulatory Integrative and Comparative Physiology, 2011, 301, R1078-R1087.

Update of the guidelines for the publication of genetic population data. Forensic Science
International: Genetics, 2014, 10, A1-A2.

New guidelines for the publication of genetic population data. Forensic Science International: 31 142
Genetics, 2013, 7, 217-220. :

Characterization of the Aspergillus nidulans transporters for the siderophores enterobactin and
triacetylfusarinine C. Biochemical Journal, 2003, 371, 505-513.

Evaluation of next generation mtGenome sequencing using the lon Torrent Personal Genome Machine

(PGM). Forensic Science International: Genetics, 2013, 7, 543-549. 3.1 141

Mystery Solved: The Identification of the Two Missing Romanov Children Using DNA Analysis. PLoS
ONE, 2009, 4, e4838.

Revised guidelines for the publication of genetic population data. Forensic Science International: a1 135
Genetics, 2017, 30, 160-163. )

Recommendations of the DNA Commission of the International Society for Forensic Genetics (ISFG) on
quality control of autosomal Short Tandem Repeat allele frequency databasing (STRIdER). Forensic
Science International: Genetics, 2016, 24, 97-102.

Consistent treatment of length variants in the human mtDNA control region: a reappraisal.

International Journal of Legal Medicine, 2008, 122, 11-21. 2.2 129

Extended guidelines for mtDNA typing of population data in forensic science. Forensic Science
International: Genetics, 2007, 1, 13-19.

Rapid screening of mtDNA coding region SNPs for the identification of west European Caucasian

haplogroups. International Journal of Legal Medicine, 2003, 117, 291-298. 2.2 122

Recommendations for animal DNA forensic and identity testing. International Journal of Legal
Medicine, 2005, 119, 295-302.

X?:“D Promoter-Based Expression System and Its Use for Antisense Downregulation of the Penicillium
c

rysogenum Nitrogen Regulator NRE. Applied and Environmental Microbiology, 2000, 66, 4810-4816. 3.1 121

Mitochondrial DNA heteroplasmy in the emerging field of massively parallel sequencing. Forensic
Science International: Genetics, 2015, 18, 131-139.

Building a forensic ancestry panel from the ground up: The EUROFORGEN Global AIM-SNP set. Forensic

Science International: Genetics, 2014, 11, 13-25. 3.1 116

T Regulatory Cells and TH17 Cells in Peria€"Silicone Implant Capsular Fibrosis. Plastic and

Reconstructive Surgery, 2012, 129, 327e-337e.

Cancer cell line identification by short tandem repeat profiling: power and limitations. FASEB Journal,

2005, 19, 1-18. 0.5 112



38

40

42

44

46

48

50

52

54

WALTHER PARSON

ARTICLE IF CITATIONS

A modular real-time PCR concept for determining the quantity and quality of human nuclear and

mitochondrial DNA. Forensic Science International: Genetics, 2007, 1, 29-34.

The EDNAP mitochondrial DNA population database (EMPOP) collaborative exercises: organisation,

results and perspectives. Forensic Science International, 2004, 139, 215-226. 2.2 105

Inter-laboratory evaluation of SNP-based forensic identification by massively parallel sequencing
using the lon PCM4,,¢. Forensic Science International: Genetics, 2015, 17, 110-121.

Mitochondrial DNA control region sequences from Nairobi (Kenya): inferring phylogenetic
parameters for the establishment of a forensic database. International Journal of Legal Medicine, 2.2 104
2004, 118, 294-306.

RNA/DNA co-analysis from human saliva and semen stains &€ Results of a third collaborative EDNAP
exercise. Forensic Science International: Genetics, 2013, 7, 230-239.

Human Bone Marrow Hosts Pol?/functional Memory CD4+ and CD8+ T Cells with Close Contact to 0.8 95
IL-158€“Producing Cells. Journal of Immunology, 2011, 186, 6965-6971. :

Naive T Cells in the Elderly: Are They Still There?. Annals of the New York Academy of Sciences, 2006,
1067, 152-157.

RNA/DNA co-analysis from human menstrual blood and vaginal secretion stains: Results of a fourth

and fifth collaborative EDNAP exercise. Forensic Science International: Genetics, 2014, 8, 203-212. 3.1 o4

mRNA profiling for the identification of blooda€”Results of a collaborative EDNAP exercise. Forensic
Science International: Genetics, 2011, 5, 21-26.

Analysis of Polymerase Chain Reaction Products by On-Line Liquid Chromatograph a”Mass
Spectrometry for Genotyping of Polymorphic Short Tandem Repeat Loci. Analytical Chemistry, 2001, 73, 6.5 92
5109-5115.

RNA/DNA co-analysis from blood stains&d€”Results of a second collaborative EDNAP exercise. Forensic
Science International: Genetics, 2012, 6, 70-80.

Generating population data for the EMPOP database&€”An overview of the mtDNA sequencing and data
evaluation processes considering 273 Austrian control region sequences as example. Forensic Science 2.2 88
International, 2007, 166, 164-17/5.

Massively parallel sequencing of complete mitochondrial genomes from hair shaft samples. Forensic
Science International: Genetics, 2015, 15, 8-15.

Evaluation of the lllumina ForenSeq3,,¢ DNA Signature Prep Kit &€“ MPS forensic application for the

MiSeq FCxa,,¢ benchtop sequencer. Forensic Science International: Genetics, 2017, 28, 188-194. 3.1 84

Evidence for frequent and tissue-specific sequence heteroplasmy in human mitochondrial DNA.
Mitochondrion, 2015, 20, 82-94.

DNA commission of the International society for forensic genetics: Assessing the value of forensic
biological evidence - Guidelines highlighting the importance of propositions. Forensic Science 3.1 83
International: Genetics, 2018, 36, 189-202.

Phantom mutation hotspots in human mitochondrial DNA. Electrophoresis, 2005, 26, 3414-3429.

Concept for estimating mitochondrial DNA haplogroups using a maximum likelihood approach 31 80
(EMMA). Forensic Science International: Genetics, 2013, 7, 601-609. :



56

58

60

62

64

66

68

70

72

WALTHER PARSON

ARTICLE IF CITATIONS

Full mtGenome reference data: Development and characterization of 588 forensic-quality haplotypes

representing three U.S. populations. Forensic Science International: Genetics, 2015, 14, 141-155.

Sequencing strategy for the whole mitochondrial genome resulting in high quality sequences. BMC 0.8 77
Genomics, 2009, 10, 139. :

The impact of aging on memory T cell phenotype and function in the human bone marrow. Journal of
Leukocyte Biology, 2011, 91, 197-205.

STRSeq: A catalog of sequence diversity at human identification Short Tandem Repeat loci. Forensic

Science International: Genetics, 2017, 31, 111-117. 3.1 77

Publication of population data of linearly inherited DNA markers in the International Journal of Legal
Medicine. International Journal of Legal Medicine, 2010, 124, 505-5009.

The side population of ovarian cancer cells defines a heterogeneous compartment exhibiting stem cell

characteristics. Oncotarget, 2014, 5, 7027-7039. 1.8 75

CD25-Expressing CD8+T Cells Are Potent Memory Cells in Old Age. Journal of Immunology, 2005, 175,
1566-1574.

Forensic validation of the SNPforID 52-plex assay. Forensic Science International: Genetics, 2007, 1,
186-190. 3.1 4

&€ Mitominisa€™: multiplex PCR analysis of reduced size amplicons for compound sequence analysis of the
entire mtDNA control region in highly degraded samples. International Journal of Legal Medicine,
2008, 122, 385-388.

T-cells from advanced atherosclerotic lesions recognize hHSP60 and have a restricted T-cell receptor

repertoire. Experimental Gerontology, 2008, 43, 229-237. 2.8 74

a€ceThe devila€™s in the detaila€: Release of an expanded, enhanced and dynamically revised forensic STR
Sequence Guide. Forensic Science International: Genetics, 2018, 34, 162-169.

Localization and quantification of Cd- and Cu-specific metallothionein isoform mRNA in cells and
organs of the terrestrial gastropod Helix pomatia. Toxicology and Applied Pharmacology, 2003, 190, 2.8 72
25-36.

DNA Commission of the International Societé for Forensic Genetics: Recommendations on the
validation of software programs performin% iostatistical calculations for forensic genetics
applications. Forensic Science International: Genetics, 2016, 25, 191-197.

Next generation database search algorithm for forensic mitogenome analyses. Forensic Science a1 79
International: Genetics, 2018, 37, 204-214. :

STR analysis of artificially degraded DNA3€”results of a collaborative European exercise. Forensic
Science International, 2004, 139, 123-134.

A collaborative European exercise on mRNA-based body fluid/skin typing and interpretation of DNA and

RNA results. Forensic Science International: Genetics, 2014, 10, 40-48. 3.1 1

DNA Commission of the International Society for Forensic Genetics (ISFG): Guidelines on the use of

X-STRs in Rinship analysis. Forensic Science International: Genetics, 2017, 29, 269-275.

Dissection of mitochondrial superhaplogroup H using coding region SNPs. Electrophoresis, 2006, 27,

2541-2550. 24 70



74

76

78

80

82

84

86

88

90

WALTHER PARSON

ARTICLE IF CITATIONS

Evaluation of the precision ID whole MtDNA genome panel for forensic analyses. Forensic Science

International: Genetics, 2018, 35, 21-25.

Building a custom large-scale panel of novel microhaplotypes for forensic identification using MiSeq
and lon S5 massively parallel sequencing systems. Forensic Science International: Genetics, 2020, 45, 3.1 70
102213.

Current stated€efa€art of STR sequencing in forensic genetics. Electrophoresis, 2018, 39, 2655-2668.

Phylogeography of the vairone ( Leuciscus souffia, Risso 1826) in Central Europe. Molecular Ecology, 3.9 7
2003, 12,2371-2386. :

Colour-assortative mating among populations of Tropheus moorii, a cichlid fish from Lake
Tanganyika, East Africa. Proceedings of the Royal Society B: Biological Sciences, 2006, 273, 257-266.

Inter-laboratory evaluation of the EULROFORGEN Global ancestry-informative SNP panel by massively

parallel sequencing using the lon PGM3,,¢. Forensic Science International: Genetics, 2016, 23, 178-189. 3.1 65

Body fluid identification using a targeted mRNA massively parallel sequencing approach &€ results of a
EUROFORGEN/EDNAP collaborative exercise. Forensic Science International: Genetics, 2018, 34, 105-115.

Age Estimation with DNA: From Forensic DNA Fingerprinting to Forensic (Epi)Genomics: A Mini-Review. o8 63
Gerontology, 2018, 64, 326-332. :

MAPIlex - A massively parallel sequencing ancestry analysis multiplex for Asia-Pacific populations.
Forensic Science International: Genetics, 2019, 42, 213-226.

Glucocorticoid resistance in two key models of acute lymphoblastic leukemia occurs at the level of 0.5 62
the glucocorticoid receptor. FASEB Journal, 2006, 20, 2600-2602. :

Mitochondrial Haplogroup U5b3: A Distant Echo of the Epipaleolithic in Italy and the Legacy of the
Early Sardinians. American Journal of Human Genetics, 2009, 84, 814-821.

Reconstructing the Indian Origin and Dispersal of the European Roma: A Maternal Genetic Perspective. 05 61
PLoS ONE, 2011, 6, e15988. ’

No further evidence for paternal leakage of mitochondrial DNA in humans yet. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 1821-1822.

DNA commission of the International society for forensic genetics: Assessing the value of forensic

biological evidence - Guidelines highlighting the importance of propositions. Part Il: Evaluation of

biological traces considering activity level propositions. Forensic Science International: Genetics,
020, 44, 102186

3.1 59

Y-STR typing of an Austrian population sample using a 17-loci multiplex PCR assay. International Journal
of Legal Medicine, 2005, 119, 241-246.

Arrival of Paleo-Indians to the Southern Cone of South America: New Clues from Mitogenomes. PLoS 05 57
ONE, 2012, 7,e51311. ’

On-Line Liquid Chromatography Mass Spectrometry: A Useful Tool for the Detection of DNA Sequence

Variation. Angewandte Chemie - International Edition, 2001, 40, 3828-3830.

Comparison of five DNA quantification methods. Forensic Science International: Genetics, 2008, 2, 31 54
226-230. '



92

94

96

98

100

102

104

106

108

WALTHER PARSON

ARTICLE IF CITATIONS

European Network of Forensic Science Institutes (ENFSI): Evaluation of new commercial STR

multiplexes that include the European Standard Set (ESS) of markers. Forensic Science International:
Genetics, 2012, 6, 819-826.

RNA/DNA co-analysis from human skin and contact traces a€“ results of a sixth collaborative EDNAP

exercise. Forensic Science International: Genetics, 2015, 16, 139-147. 3.1 53

Critical role of androgen receptor level in prostate cancer cell resistance to new generation
antiandrogen enzalutamide. Oncotarget, 2016, 7, 59781-59794.

Evaluation of DNA Variants Associated with Androgenetic Alopecia and Their Potential to Predict 05 51
Male Pattern Baldness. PLoS ONE, 2015, 10, e0127852. ’

Optimized mtDNA Control Region Primer Extension Capture Analysis for Forensically Relevant Samples
and Highly Compromised mtDNA of Different Age and Origin. Genes, 2017, 8, 237.

Inter-laboratory validation study of the ForenSeqé, ¢ DNA Signature Prep Kit. Forensic Science 31 50
International: Genetics, 2018, 36, 77-85. :

Preparation and evaluation of packed capillary columns for the separation of nucleic acids by ion-pair
reversed-phase high-performance liquid chromatography. Journal of Chromatography A, 2000, 893,
23-35.

Canine-specific STR typing of saliva traces on dog bite wounds. International Journal of Legal 9.9 49
Medicine, 2004, 118, 337-342. )

Development and expansion of high-quality control region databases to improve forensic mtDNA
evidence interpretation. Forensic Science International: Genetics, 2007, 1, 154-157.

Human evolution in Siberia: from frozen bodies to ancient DNA. BMC Evolutionary Biology, 2010, 10, 25. 3.2 49

Development of the VISAGE enhanced tool and statistical models for epigenetic age estimation in
blood, buccal cells and bones. Aging, 2021, 13, 6459-6484.

Monitoring the inheritance of heteroplasmy by computer-assisted detection of mixed basecalls in the
entire human mitochondrial DNA control region. International Journal of Legal Medicine, 2004, 118, 2.2 48
47-54.

Italian mitochondrial DNA database: results of a collaborative exercise and proficiency testing.
International Journal of Legal Medicine, 2008, 122, 199-204.

Assessing various Infrared (IR) microscopic imaging techniques for post-mortem interval evaluation 05 48
of human skeletal remains. PLoS ONE, 2017, 12, e0174552. :

A Proposal for Standardization in Forensic Canine DNA Typing: Allele Nomenclature of Six
Canine-Specific STR Loci. Journal of Forensic Sciences, 2006, 51, 274-281.

Mitochondrial control region sequences from northern Greece and Greek Cypriots. International 9.9 a7
Journal of Legal Medicine, 2008, 122, 87-89. ’

Amerindian mitochondrial DNA haplogroups predominate in the population of Argentina: towards a

first nationwide forensic mitochondrial DNA sequence database. International Journal of Legal
Medicine, 2010, 124, 263-268.

The mtDNA composition of Uzbekistan: a microcosm of Central Asian patterns. International Journal 99 a7
of Legal Medicine, 2010, 124, 195-204. ’



110

112

114

116

118

120

122

124

126

WALTHER PARSON

ARTICLE IF CITATIONS

Characterization of synthetic nucleic acids by electrospray ionization quadrupole time-of-flight mass

spectrometry. Journal of Mass Spectrometry, 2005, 40, 932-945.

Mini-midi-mito: Adapting the amplification and sequencing strategy of mtDNA to the degradation state

of crime scene samples. Forensic Science International: Genetics, 2009, 3, 149-153. 3.1 46

Mitochondrial DNA heteroplasmy or artefactsa€”a matter of the amplification strategy?. International
Journal of Legal Medicine, 2003, 117, 180-184.

HlrisPlex-S system for eye, hair, and skin color prediction from DNA: Massively parallel sequencing
solutions for two common forensically used platforms. Forensic Science International: Genetics, 3.1 45
2019, 43,102152.

A common nonsense mutation in the repetitive Kringle IV-2 domain of human apolipoprotein(a) results
in a truncated protein and low plasma Lp(a). Human Mutation, 2004, 24, 474-480.

PopaAffiliator: online calculator for individual affiliation to a major population group based on 17
autosomal short tandem repeat genotype profile. International Journal of Legal Medicine, 2011, 125, 2.2 44
629-636.

Differentiation of human iPSCs into functional podocytes. PLoS ONE, 2018, 13, e0203869.

Development and validation of the VISAGE AmpliSeq basic tool to predict appearance and ancestry

from DNA. Forensic Science International: Genetics, 2020, 48, 102336. 3.1 43

Post-mortem interval estimation of human skeletal remains by micro-computed tomography,
mid-infrared microscopic imaging and energy dispersive X-ray mapping. Analytical Methods, 2015, 7,
2917-2927.

DNA commission of the International Society of Forensic Genetics (ISFG): Recommendations on the
interpretation of Y-STR results in forensic analysis. Forensic Science International: Genetics, 2020, 48, 3.1 42
102308.

Evidence for multi-copy Mega-NUMT<i>s</[i>in the human genome. Nucleic Acids Research, 2021, 49,
1517-1531.

The GHEP&€“EMPOP collaboration on mtDNA population datad€”A new resource for forensic casework.

Forensic Science International: Genetics, 2011, 5, 146-151. 3.1 4

Accumulation of mutations over the entire mitochondrial genome of breast cancer cells obtained by
tissue microdissection. Breast Cancer Research and Treatment, 2011, 128, 327-336.

Mapping human dispersals into the Horn of Africa from Arabian Ice Age refugia using mitogenomes. 2.3 40
Scientific Reports, 2016, 6, 25472. ’

Migration Rates and Genetic Structure of two Hungarian Ethnic Groups in Transylvania, Romania.
Annals of Human Genetics, 2007, 71, 791-803.

Differential effect of catechol-O-methyltransferase Val158Met genotype on emotional recognition
abilities in healthy men and women. Journal of the International Neuropsychological Society, 2007, 13, 1.8 39
881-7.

Age-related appearance of a CMV-specific high-avidity CD8+ T cell clonotype which does not occur in

young adults. Immunity and Ageing, 2008, 5, 14.

Splice variant transcripts of the anterior gradient 2 gene as a marker of prostate cancer. Oncotarget, 18 39
2014, 5, 8681-8689. '



128

130

132

134

136

138

140

142

144

WALTHER PARSON

ARTICLE IF CITATIONS

Molecular characterization of the canine mitochondrial DNA control region for forensic

applications. International Journal of Legal Medicine, 2007, 121, 411-416.

Towards broadening Forensic DNA Phenotyping beyond pigmentation: Improving the prediction of head

hair shape from DNA. Forensic Science International: Genetics, 2018, 37, 241-251. 3.1 38

Estimating the probability of identity in a random dog population using 15 highly polymorphic canine
STR markers. Forensic Science International, 2005, 151, 37-44.

Detection of DNA Sequence Variations in Homo- and Heterozygous Samples via Molecular Mass
Measurements by Electrospray lonization Time-of-Flight Mass Spectrometry. Analytical Chemistry, 6.5 37
2005, 77, 4999-5008.

Comparison of morphological and molecular genetic sex-typing on mediaeval human skeletal remains.
Forensic Science International: Genetics, 2013, 7, 581-586.

Open source software EuroForMix can be used to analyse complex SNP mixtures. Forensic Science

International: Genetics, 2017, 31, 105-110. 3.1 37

Evaluation of mitogenome sequence concordance, heteroplasmy detection, and haplogrouping in a
worldwide lineage study using the Precision ID mtDNA Whole Genome Panel. Forensic Science
International: Genetics, 2019, 42, 244-251.

Identification of atherosclerosis-associated conformational heat shock protein 60 epitopes by phage

display and structural alignment. Atherosclerosis, 2007, 194, 79-87. 0.8 36

Timing and deciphering mitochondrial DNA macro-haplogroup RO variability in Central Europe and
Middle East. BMC Evolutionary Biology, 2008, 8, 191.

Evaluation of the predictive capacity of DNA variants associated with straight hair in Europeans.

Forensic Science International: Genetics, 2015, 19, 280-288. 3.1 36

SOCS3 Modulates the Response to Enzalutamide and Is Regulated by Androgen Receptor Signaling and
CpG Methylation in Prostate Cancer Cells. Molecular Cancer Research, 2016, 14, 574-585.

Considering DNA damage when interpreting mtDNA heteroplasmy in deep sequencing data. Forensic

Science International: Genetics, 2017, 26, 1-11. 3.1 36

Improved specificity of Y-STR typing in DNA mixture samples. International Journal of Legal Medicine,
2003, 117,109-114.

Increased forensic efficiency of DNA fingerprints through simultaneous resolution of length and

nucleotide variability by high-performance mass spectrometry. Human Mutation, 2008, 29, 427-432. 2.5 35

a€ceGenderPlexa€-a PCR multiplex for reliable gender determination of degraded human DNA samples and
complex gender constellations. International Journal of Legal Medicine, 2009, 123, 459-464.

Southeast Asian diversity: first insights into the complex mtDNA structure of Laos. BMC Evolutionary 3.9 35
Biology, 2011, 11, 49. :

Massively parallel sequence data of 31 autosomal STR loci from 496 Spanish individuals revealed

concordance with CE-STR technology and enhanced discrimination power. Forensic Science
International: Genetics, 2019, 42, 49-55.

Serotonin transporter genotype (5-HTTLPR) and electrocortical responses indicating the sensitivity to

negative emotional cues.. Emotion, 2013, 13, 1173-1181. 1.8 34



146

148

150

152

154

156

158

160

162

10

WALTHER PARSON

ARTICLE IF CITATIONS

Forensic and phylogeographic characterization of mtDNA lineages from northern Thailand (Chiang) Tj ETQq1 1 0.784314 rgBJS/Overl

Oxidative stress can alter the antigenicity of immunodominant peptides. Journal of Leukocyte Biology,

2009, 87, 165-172. 3.3 33

mtGenome reference population databases and the future of forensic mtDNA analysis. Forensic
Science International: Genetics, 2011, 5, 222-225.

Reprint of: Evaluation of next generation mtGenome sequencing using the lon Torrent Personal

Genome Machine (PGM). Forensic Science International: Genetics, 2013, 7, 632-639. 3.1 33

Evaluation of an extended set of 15 candidate STR loci for paternity and Rinship analysis in an Austrian
population sample. International Journal of Legal Medicine, 2007, 121, 85-89.

Increasing the discrimination power of forensic STR testing by employing high-performance mass
spectrometry, as illustrated in indigenous South African and Central Asian populations. International 2.2 32
Journal of Legal Medicine, 2010, 124, 551-558.

Validation of two canine STR multiplex-assays following the ISFG recommendations for non-human
DNA analysis. Forensic Science International: Genetics, 2014, 8, 90-100.

Human settlement history between Sunda and Sahul: a focus on East Timor (Timor-Leste) and the

Pleistocenic mtDNA diversity. BMC Genomics, 2015, 16, 70. 2.8 32

European survey on forensic applications of massively parallel sequencing. Forensic Science
International: Genetics, 2017, 29, e23-e25.

Evaluation of DNA Extraction Methods Developed for Forensic and Ancient DNA Applications Using

Bone Samples of Different Age. Genes, 2021, 12, 146. 24 32

Genetics of the Lp(a)/apo(a) system in an autochthonous Black African population from the Gabon.
European Journal of Human Genetics, 2006, 14, 190-201.

Application of a (?uasi-median network analysis for the visualization of character conflicts to a
population sample of mitochondrial DNA control region sequences from southern Germany (Ulm). 2.2 31
International Journal of Legal Medicine, 2006, 120, 310-314.

Methylation status of the Ep-CAM promoter region in human breast cancer cell lines and breast
cancer tissue. Cancer Letters, 2007, 246, 253-261.

Developmental Validation of a MPS Workflow with a PCR-Based Short Amplicon Whole Mitochondrial

Genome Panel. Genes, 2020, 11, 1345. 24 30

Interpreting NUMTs in forensic genetics: Seeing the forest for the trees. Forensic Science
International: Genetics, 2021, 53, 102497.

Mitochondrial control region sequence variations in the Hungarian population: Analysis of
population samples from Hungary and from Transylvania (Romania). Forensic Science International: 3.1 29
Genetics, 2007, 1, 158-162.

Systematic evaluation of the early access applied biosystems precision ID Globalfiler mixture ID and

Globalfiler NGS STR panels for the ion S5 system. Forensic Science International: Genetics, 2018, 36,
95-103.

Microsatellite Alterations in Human Bladder Cancer:. European Urology, 2002, 41, 532-539. 1.9 28



164

166

168

170

172

174

176

178

180

11

WALTHER PARSON

ARTICLE IF CITATIONS

Single nucleotide polymorphism genotyping by on-line liquid chromatographya€“mass spectrometry in

forensic science of the Y-chromosomal locus M9. Journal of Chromatography B: Analytical
Technologies in the Biomedical and Life Sciences, 2002, 782, 89-97.

SAM: String-based sequence search algorithm for mitochondrial DNA database queries. Forensic

Science International: Genetics, 2011, 5, 126-132. 3.1 28

Profiling 627 Mitochondrial Nucleotides via the Analysis of a 23-Plex Polymerase Chain Reaction by
Liquid Chromatographya~Electrospray lonization Time-of-Flight Mass Spectrometry. Analytical
Chemistry, 2006, 78, 7816-7827.

Polymorphisms of mtDNA control region in Tunisian and Moroccan populations: An enrichment of
forensic mtDNA databases with Northern Africa data. Forensic Science International: Genetics, 2009, 3.1 27
3,166-172.

In situ Iabelinf of DNA reveals interindividual variation in nuclear DNA breakdown in hair and may be
useful to predict success of forensic genotyping of hair. International Journal of Legal Medicine,
2012, 126, 63-70.

Forensic ancestry analrsis with two capillary electrophoresis ancestry informative marker (AlM)
panels: Results of a collaborative EDNAP exercise. Forensic Science International: Genetics, 2015, 19, 3.1 27
56-67.

Evaluation of the VISAGE Basic Tool for Appearance and Ancestry Prediction Using PowerSeq
Chemistry on the MiSeq FGx System. Genes, 2020, 11, 708.

Application of a west Eurasian-specific filter for quasi-median network analysis: Sharpening the blade

for mtDNA error detection. Forensic Science International: Genetics, 2011, 5, 133-137. 3.1 26

MtDNA diversity of Ghana: a forensic and phylogeographic view. Forensic Science International:
Genetics, 2012, 6, 244-249.

Chimerism in DNA of buccal swabs from recipients after allogeneic hematopoietic stem cell
transplantations: implications for forensic DNA testing. International Journal of Legal Medicine, 2013, 2.2 26
127, 49-54.

Carriers of the COMT Met/Met Allele Have Higher Degrees of Hypnotizability, Provided That They Have
Good Attentional Control:<i>A Case of Gened€“Trait Interaction</i>. International Journal of Clinical
and Experimental Hypnosis, 2014, 62, 455-482.

Ancient mtDNA sequences from the First Australians revisited. Proceedings of the National Academy

of Sciences of the United States of America, 2016, 113, 6892-6897. 71 26

Fine-Tuning Phylogenetic Alignment and Haplogrouping of mtDNA Sequences. International Journal of
Molecular Sciences, 2021, 22, 5747.

Applicability of tandem mass spectrometry to the automated comparative sequencing of long-chain

oligonucleotides. Journal of the American Society for Mass Spectrometry, 2004, 15, 510-522. 2.8 25

Optimized suppression of adducts in polymerase chain reaction products for semi-quantitative SNP
genotyping by liquid chromatography-mass spectrometry. Journal of the American Society for Mass
Spectrometry, 2004, 15, 1897-1906.

The next generation of DNA profiling 4€" STR typing by multiplexed PCR a€* iona€pair RP LCA€“ES| timea€efactlighs

MS. Electrophoresis, 2008, 29, 4739-4750. 4 25

Evaluating sequence-derived mtDNA length heteroplasmy by amplicon size analysis. Forensic Science

International: Genetics, 2011, 5, 142-145.

Questioning the prevalence and reliability of human mitochondrial DNA heteroplasmy from massively
parallel sequencing data. Proceedings of the National Academy of Sciences of the United States of 7.1 25
America, 2014, 111, E4546-7.



182

184

186

188

190

192

194

196

198

12

WALTHER PARSON

ARTICLE IF CITATIONS

Impact of the sequencing method on the detection and interpretation of mitochondrial DNA length

heteroplasmy. Forensic Science International: Genetics, 2020, 44, 102205.

Development and optimization of the VISAGE basic prototype tool for forensic age estimation.

Forensic Science International: Genetics, 2020, 48, 102322. 3.1 25

Duplications of the Y-chromosome specific loci P25 and 92R7 and forensic implications. Forensic
Science International, 2004, 140, 241-250.

A cautionary note on switching mitochondrial DNA reference sequences in forensic genetics.

Forensic Science International: Genetics, 2012, 6, e182-e184. 3.1 24

Germline mutations of STR-alleles include multi-step mutations as defined by sequencing of repeat and
flanking regions. Forensic Science International: Genetics, 2012, 6, 381-386.

Distinguishing mitochondrial DNA and NUMT sequences amplified with the precision ID mtDNA whole 3.4 04
genome panel. Mitochondrion, 2020, 55, 122-133. :

Molecular characterization and Austrian Caucasian population data of the multi-copy Y-chromosomal
STR DYS464. Forensic Science International, 2003, 137, 221-230.

Liquid chromatographya€“electrospray ionization mass spectrometry for simultaneous detection of
mtDNA length and nucleotide polymorphisms. International Journal of Legal Medicine, 2006, 121, 57-67.

Collaborative EDNAP exercise on the IrisPlex system for DNA-based prediction of human eye colour.
Forensic Science International: Genetics, 2014, 11, 241-251.

Helena, the hidden beauty: Resolving the most common West Eurasian mtDNA control region
haplotype by massively parallel sequencing an Italian population sample. Forensic Science 3.1 23
International: Genetics, 2015, 15, 21-26.

SD quantsa€”Sensitive detection tetraplex-system for nuclear and mitochondrial DNA quantification
and degradation inference. Forensic Science International: Genetics, 2019, 42, 39-44.

Body fluid identification and assignment to donors using a targeted mRNA massively parallel
sequencing approach a€“ results of a second EUROFORGEN | EDNAP collaborative exercise. Forensic 3.1 23
Science International: Genetics, 2020, 45, 102208.

Epigenetic age prediction in semen &€* marker selection and model development. Aging, 2021, 13,
19145-19164.

Admixture and Genetic Diversity Distribution Patterns of Non-Recombining Lineages of Native 05 29
American Ancestry in Colombian Populations. PLoS ONE, 2015, 10, e0120155. :

Efforts of the human immune system to maintain the peripheral CD8+ T cell compartment after
childhood thymectomy. Immunity and Ageing, 2016, 13, 3.

Analysis of forensically used autosomal short tandem repeat markers in Polish and neighboring

populations. Forensic Science International: Genetics, 2008, 2, 205-211. 3.1 21

D5S2500 is an ambiguously characterized STR: Identification and description of forensic

microsatellites in the genomics age.. Forensic Science International: Genetics, 2016, 23, 19-24.

Ethical publication of research on genetics and genomics of biological material: guidelines and

recommendations. Forensic Science International: Genetics, 2020, 48, 102299. 3.1 21



200

202

204

206

208

210

212

214

216

13

WALTHER PARSON

ARTICLE IF CITATIONS

Efficient DNA database laboratory strategy for high through-put STR typing of reference samples.

Forensic Science International, 2001, 122, 1-6.

Mitochondrial DNA control region population data from Macedonia. Forensic Science International:

Genetics, 2007, 1, e4-e9. 3.1 20

CD2837CD8+ T cells do not contain unique clonotypes and are therefore dispensable. Inmunology
Letters, 2009, 127, 27-32.

Inspecting close maternal relatedness: Towards better mtDNA population samples in forensic

databases. Forensic Science International: Genetics, 2011, 5, 138-141. 3.1 20

Influences of COMT and 5-HTTLPR Polymorphisms on Cognitive Flexibility in Healthy Women: Inhibition
of Prepotent Responses and Memory Updating. PLoS ONE, 2014, 9, e85506.

The mitochondrial DNA makeup of Romanians: A forensic mtDNA control region database and

phylogenetic characterization. Forensic Science International: Genetics, 2016, 24, 136-142. 31 20

High-quality mtDNA control region sequences from 680 individuals sampled across the Netherlands
to establish a national forensic mtDNA reference database. Forensic Science International: Genetics,
2016, 21, 158-167.

Development and Evaluation of the Ancestry Informative Marker Panel of the VISAGE Basic Tool. Genes,

2021, 12,1284. 2.4 20

Defining mtDNA origins and population stratification in Rio de Janeiro. Forensic Science International:
Genetics, 2018, 34, 97-104.

Some guidelines for the analysis of genomic DNA by PCR-LC-ESI-MS. Journal of the American Society for 0.8 18
Mass Spectrometry, 2006, 17, 124-129. :

Mitochondrial DNA control region variation in Dubai, United Arab Emirates. Forensic Science
International: Genetics, 2008, 2, €9-e10.

Pasture Names with Romance and Slavic Roots Facilitate Dissection of Y Chromosome Variation in an

Exclusively German-Speaking Alpine Region. PLoS ONE, 2012, 7, e41885. %5 18

Development of forensic-quality full mtGenome haplotypes: Success rates with low template
specimens. Forensic Science International: Genetics, 2014, 10, 73-79.

Separate analysis of DYS385a and b versus conventional DYS385 typing: is there forensic relevance?.

International Journal of Legal Medicine, 2005, 119, 1-9. 2.2 17

Non-regulatory CD8<sup>+<[sup>CD45RO<sup>+<[sup>CD25<sup>+<[sup> T-lymphocytes may
compensate for the loss of antigen-inexperienced CD8<sup>+<[sup>CD45RA<sup>+<[sup> T-cells in old
age. Biological Chemistry, 2008, 389, 561-568.

Influence of Serotonin Transporter Genotype and Catechol-O-Methyltransferase Vall158Met
Polymorphism on Recognition of Emotional Faces. Journal of the International Neuropsychological 1.8 17
Society, 2011, 17, 1014-1020.

Forensic and phylogeographic characterisation of mtDNA lineages from Somalia. International

Journal of Legal Medicine, 2012, 126, 573-579.

Hairy matters: MtDNA quantity and sequence variation along and among human head hairs. Forensic

Science International: Genetics, 2016, 25, 1-9. 3.1 17



218

220

222

224

226

228

230

232

234

14

WALTHER PARSON

ARTICLE IF CITATIONS

Platinum-Quality Mitogenome Haplotypes from United States Populations. Genes, 2020, 11, 1290.

Broadening the Applicability of a Custom Multi-Platform Panel of Microhaplotypes: Bio-Geographical

Ancestry Inference and Expanded Reference Data. Frontiers in Genetics, 2020, 11, 581041. 23 17

Development and inter-laboratory validation of the VISAGE enhanced tool for age estimation from
semen using quantitative DNA methylation analysis. Forensic Science International: Genetics, 2022, 56,
102596.

Accurate determination of allelic frequencies in mitochondrial DNA mixtures by electrospray
ionization time-of-flight mass spectrometry. Analytical and Bioanalytical Chemistry, 2006, 384, 3.7 16
1155-1163.

Single lymphocytes from two healthy individuals with mitochondrial point heteroplasmy are mainly
homoplasmic. International Journal of Legal Medicine, 2008, 122, 189-197.

TriXYa€”Homogeneous genetic sexing of highly degraded forensic samples including hair shafts.

Forensic Science International: Genetics, 2016, 25, 166-174. 3.1 16

Mitochondrial DNA control region haplotype and haplogroup diversity in South Eastern Turkey.
Forensic Science International: Genetics, 2016, 24, 176-179.

Forensic DNA fingerprinting by liquid chromatography-electrospray ionization mass spectrometry. 18 15
BioTechniques, 2007, 43, Svii-Sxiii. :

Mitochondrial DNA population data of HVS-l and HVS-Il sequences from a northeast German sample.
Forensic Science International, 2007, 172, 218-224.

A comparison of mini-STRs versus standard STRs&€”Results of a collaborative European (EDNAP)

exercise. Forensic Science International: Genetics, 2011, 5, 257-258. 3.1 15

Characterization of mitochondrial DNA control region lineages in Irag. International Journal of
Legal Medicine, 2013, 127, 373-375.

Exploring the relationship between lifestyles, diets and genetic adaptations in humans. BMC Genetics, 07 15
2015, 16, 55. ’

Characterisation of the inflammatory response in Dupuytrend€™s disease. Journal of Plastic Surgery and
Hand Surgery, 2016, 50, 171-179.

Inter-laboratory study on standardized MPS libraries: evaluation of performance, concordance, and
sensitivity using mixtures and degraded DNA. International Journal of Legal Medicine, 2020, 134, 185-198.

Improved visibility of character conflicts in quasi-median networks with the EMPOP NETWORK
software. Croatian Medical Journal, 2014, 55, 115-120.

Working towards implementation of whole genome mitochondrial DNA sequencing into routine

caseworR. Forensic Science International: Genetics Supplement Series, 2017, 6, e388-e389. 0.3 14

Three individuals, three stories, three burials from medieval Trondheim, Norway. PLoS ONE, 2017, 12,

e0180277.

MYC-Mediated Ribosomal Gene Expression Sensitizes Enzalutamide-resistant Prostate Cancer Cells to 3.8 14
EP300/CREBBP Inhibitors. American Journal of Pathology, 2021, 191, 1094-1107. )



236

238

240

242

244

246

248

250

252

15

WALTHER PARSON

ARTICLE IF CITATIONS

Identification of West Eurasian mitochondrial haplogroups by mtDNA SNP screening: Results of the

20063€“2007 EDNAP collaborative exercise. Forensic Science International: Genetics, 2008, 2, 61-68.

Molecular genetic investigations on Austria's patron saint Leopold lll. Forensic Science International: a1 13
Genetics, 2013, 7, 313-315. :

The open-source software LRmix can be used to analyse SNP mixtures. Forensic Science International:
Genetics Supplement Series, 2015, 5, e50-e51.

The maternal inheritance of Alto ParanAj revealed by full mitogenome sequences. Forensic Science 31 13
International: Genetics, 2019, 39, 66-72. :

Direct molecular haplotyping of multiple polymorphisms within exon 4 of the human
catechol-O-methyltransferase gene by liquid chromatographya€“electrospray ionization time-of-flight
mass spectrometry. Analytical and Bioanalytical Chemistry, 2006, 386, 83-91.

World War One Italian and Austrian soldier identification project: DNA results of the first case.

Forensic Science International: Genetics, 2010, 4, 329-333. 3.1 12

Differential Influence of 5-HTTLPR - Polymorphism and COMT Val158Met - Polymorphism on Emotion
Perception and Regulation in Healthy Women. Journal of the International Neuropsychological
Society, 2014, 20, 516-524.

Searching for blood in Chinese lacquerware: <i>zhA« xiA huA«<i> - &€ ¢?. Studies in Conservation, 2016, 61, 46351. 12

Dog breed affiliation with a forensically validated canine STR set. Forensic Science International:
Genetics, 2018, 37, 126-134.

Forensic characterization and statistical considerations of the CaDNAP 13-STR panel in 1,184 domestic
dogs from Germany, Austria, and Switzerland. Forensic Science International: Genetics, 2019, 42, 90-98.

Mapping of a Minimal Apolipoprotein(a) Interaction Motif Conserved in Fibrin(ogen) 12- and 13-Chains.
Journal of Biological Chemistry, 2000, 275, 38206-38212.

EMPOP3€”the EDNAP mtDNA population database concept for a new generation, high-quality mtDNA

database. International Congress Series, 2004, 1261, 106-108. 0.2 1

Characterization of mtDNA SNP typing and mixture ratio assessment with simultaneous real-time PCR
quantification of both allelic states. International Journal of Legal Medicine, 2006, 120, 18-23.

The Art of Reading Sequence Electropherograms. Annals of Human Genetics, 2007, 71, 276-278. 0.8 11

Transitioning from Forensic Genetics to Forensic Genomics. Genes, 2018, 9, 3.

The Mitochondrial DNA Landscape of Modern Mexico. Genes, 2021, 12, 1453. 2.4 11

The BH3-only protein NOXA serves as an independent predictor of breast cancer patient survival and

defines susceptibility to microtubule targeting agents. Cell Death and Disease, 2021, 12, 1151.

A collaborative study of the EDNAP group regarding Y-chromosome binary polymorphism analysis.

Forensic Science International, 2005, 153, 103-108. 2.2 10



254

256

258

260

262

264

266

268

270

16

WALTHER PARSON

ARTICLE IF CITATIONS

Application of full mitochondrial genome sequencing using 454 GS FLX pyrosequencing. Forensic

Science International: Genetics Supplement Series, 2009, 2, 518-519.

Bright ambient light conditions reduce the effect of tryptophan depletion in healthy females.

Psychiatry Research, 2013, 210, 109-114. 3.3 10

Multiple recurrent mutations at four human Y-chromosomal single nucleotide polymorphism sites in
a 37 bp sequence tract on the ARSDP1 pseudogene. Forensic Science International: Genetics, 2013, 7,
593-600.

Mitochondrial DNA control region analysis of three ethnic groups in the Republic of Macedonia.

Forensic Science International: Genetics, 2014, 13, 1-2. 3.1 10

The mitochondrial landscape of African Americans: An examination of more than 2500 control region
haplotypes from 22 U.S. locations. Forensic Science International: Genetics, 2016, 22, 139-148.

Mitochondrial DNA analysis of a Viking age mass grave in Sweden. Forensic Science International:

Genetics, 2019, 42, 268-274. 3.1 10

Evaluation of the VISAGE basic tool for appearance and ancestry inference using ForenSeqA® chemistry
on the MiSeq FGXA® system. Forensic Science International: Genetics, 2022, 58, 102675.

Mitochondrial DNA control region variation in Ashkenazi Jews from Hungary. Forensic Science

International: Genetics, 2008, 2, e4-e6. 3.1 9

Y-STR analysis on DNA mixture samplesd€”Results of a collaborative project of the ENFSI DNA Working
Group. Forensic Science International: Genetics, 2008, 2, 238-242.

High resolution mapping of Y haplogroup G in Tyrol (Austria). Forensic Science International: 31 9
Genetics, 2013, 7, 529-536. :

eDNA&€”An expert software system for comparison and evaluation of DNA profiles in forensic
casework. Forensic Science International: Genetics Supplement Series, 2015, 5, e400-e402.

Pleading for adherence to the MIQE-Guidelines when reporting quantitative PCR data in forensic

genetic research. Forensic Science International: Genetics, 2019, 42, e21-e24. 3.1 o

Resolving a 150-year-old paternity case in Mormon history using DTC autosomal DNA testing of distant
relatives. Forensic Science International: Genetics, 2019, 42, 1-7.

MVC: an integrated mitochondrial variant caller for forensics. Australian Journal of Forensic

Sciences, 2019, 51, $52-555. 1.2 o

Tumor necrosis factor receptor modulator spermatogenesisd€associated protein 2 is a novel predictor
of outcome in ovarian cancer. Cancer Science, 2019, 110, 1117-1126.

The STRIdER Report on Two Years of Quality Control of Autosomal STR Population Datasets. Genes,
2020, 11, 901. 24 ?

The mitogenome portrait of Umbria in Central Italy as depicted by contemporary inhabitants and

pre-Roman remains. Scientific Reports, 2020, 10, 10700.

Exploring STR sequencing for forensic DNA intelligence databasing using the Austrian National DNA

Database as an example. International Journal of Legal Medicine, 2021, 135, 2235-2246. 2.2 o



WALTHER PARSON

# ARTICLE IF CITATIONS

Impact of excessive alcohol abuse on age prediction using the VISAGE enhanced tool for epigenetic age

estimation in blood. International Journal of Legal Medicine, 2021, 135, 2209-2219.

An evaluation of the genetic-matched pair study design using genome-wide SNP data from the European

272 population. European Journal of Human Genetics, 2009, 17, 967-975.

2.8 8

Mitochondrial DNA control region data from indigenous Angolan Khoe-San lineages. Forensic Science
International: Genetics, 2012, 6, 662-663.

Frequency data for 17 Y-chromosomal STRs and 19 Y-chromosomal SNPs in the Tyrolean district of

274 Reutte, Austria. International Journal of Legal Medicine, 2012, 126, 977-978.

2.2 8

Psychosocial state after bariatric surgery is associated with the serotonin-transporter promoter
polymorphism. Eating and Weight Disorders, 2013, 18, 311-316.

Differences in urbanization degree and consequences on the diversity of conventional vs. rapidly
276  mutating Y-STRs in five municipalities from a small region of the Tyrolean Alps in Austria. Forensic 3.1 8
Science International: Genetics, 2016, 24, 180-193.

Truncated isoform Vav3.1 is highly expressed in ovarian cancer stem cells and clinically relevant in
predicting prognosis and platinuméa€response. International Journal of Cancer, 2018, 142, 1640-1651.

The Ancestry of Eastern Paraguay: A Typical South American Profile with a Unique Pattern of

278 Admixture. Genes, 2021, 12, 1788. 24 8

Unravelling the mystery of Nanga Parbat. International Journal of Legal Medicine, 2007, 121, 309-310.

ReseqChip: Automated integration of multiple local context probe data from the MitoChip array in

280 mitochondrial DNA sequence assembly. BMC Bioinformatics, 2009, 10, 440.

2.6 7

Presentation of 17 Y-chromosomal STRs in the population of the Sverdlovsk region. Forensic Science
International: Genetics, 2011, 5, e101-e104.

GHEP-ISFG proficiency test 2011: Paper challenge on evaluation of mitochondrial DNA results. Forensic

282 Science International: Genetics, 2013, 7, 10-15.

3.1 7

Lack of gened€“language correlation due to reciprocal female but directional male admixture in
Austronesians and non-Austronesians of East Timor. European Journal of Human Genetics, 2017, 25,
246-252.

284

Resolving mitochondrial haplogroups B2 and B4 with next-generation mitogenome sequencing to
distinguish Native American from Asian haplotypes. Forensic Science International: Genetics, 2019, 43,
102143.

086  DNATesting Reveals the Putative Identity of JB55, a 19th Century Vampire Buried in Griswold, 0.4 ;
Connecticut. Genes, 2019, 10, 636. .

Multi-laboratory validation of DNAxs including the statistical library DNAStatistX. Forensic Science

International: Genetics, 2020, 49, 102390.

Novel PCNT variants in MOPDII with attenuated growth restriction and pachygyria. Clinical Genetics,

288 9020, 98, 282-287.

2.0 7

17



WALTHER PARSON

# ARTICLE IF CITATIONS

Forensically relevant phylogeographic evaluation of mitogenome variation in the Basque Country.

Forensic Science International: Genetics, 2020, 46, 102260.

The time is now for ubiquitous forensic<scp>mtMPS</scp>analysis. Wiley Interdisciplinary Reviews

290 Forensic Science, 2022, 4, . 21 7

Replenishment of the B cell compartment after doxorubicin-induced hematopoietic toxicity is
facilitated by STAT1. Journal of Leukocyte Biology, 2014, 95, 853-866.

Molecular genetic analysis on the remains of the Dark Countess: Revisiting the French Royal family.

292 Forensic Science International: Genetics, 2015, 19, 252-254.

3.1 6

Resolving the matrilineal relationship of seven Late Bronze Age individuals from Stillfried, Austria.
Forensic Science International: Genetics, 2018, 36, 148-151.

Mitochondrial DNA control region variation in Lebanon, Jordan, and Bahrain. Forensic Science

294 International: Genetics, 2019, 42, 99-102. 3.1 6

Pathogenic Variant Filtering for Mitochondrial Genome Haplotype Reporting. Genes, 2020, 11, 1140.

The lot-to-lot variability in the mitochondrial genome of controls. Forensic Science International:

296 (Genetics, 2020, 47, 102298. 3.1 6

Towards Forensic DNA Phenotyping for Predicting Visible Traits in Dogs. Genes, 2021, 12, 908.

Variation This work was financially supported by the Austrian Science Fund (P-14133-PHY) and the
National Institutes of Health (HG01932). The suggestion of Dr. Jeff van Ness from the Keck Graduate
Instltute of Applled Life Sciences in Claremont CA, USA, to utilize butyldlmethylamme for IP RP HPLC

298

13.8 6

First evidence of mtDNA sequence differences between Northern Bald Ibises (Geronticus eremita) of

Moroccan and TurRish origin. Journal Fur Ornithologie, 2001, 142, 425-428.

A collaborative EDNAP exercise on SNaPshot3,,¢-based mtDNA control region typing. Forensic Science

300 |nternational: Genetics, 2017, 26, 77-84. 3.1 5

Exploring statistical weight estimates for mitochondrial DNA matches involving heteroplasmy.

International Journal of Legal Medicine, 2022, 136, 671-685.

The highly discriminating Y-STR DYS464: a reasonable extension of the minimal Y-STR haplotype?.

302 International Congress Series, 2004, 1261, 82-84. 0.2 4

Tsunami-disaster: DNA typing of Sri Lanka victim samples and related AM matching procedures.
International Congress Series, 2006, 1288, 741-743.

Validation study and population data of 15 4€cenew&€-STR loci: A highly discriminating set for paternity

304 and Rinship analysis. International Congress Series, 2006, 1288, 447-449.

0.2 4

Recently introduced Y-SNPs improve the resolution within Y-chromosome haplogroup R1b in a central

European population sample (Tyrol, Austria). Forensic Science International: Genetics Supplement
Series, 2008, 1, 226-227.

Mass spectrometric base composition profiling: Implications for forensic mtDNA databasing. Forensic

306 Science International: Genetics, 2013, 7, 587-592.

3.1 4

18



WALTHER PARSON

# ARTICLE IF CITATIONS

Searching for blood in Chinese lacquerware. Studies in Conservation, 2014, 59, $252-S253.

Using EuroForMix to analyse complex SNP mixtures, up to six contributors. Forensic Science

308 International: Genetics Supplement Series, 2017, 6, e277-e279.

0.3 4

Mitochondrial DNA variation in Sub-Saharan Africa: Forensic data from a mixed West African sample,
CAte da€™lvoire (lvory Coast), and Rwanda. Forensic Science International: Genetics, 2020, 44, 102202.

Mitochondrial DNA Footprints from Western Eurasia in Modern Mongolia. Frontiers in Genetics, 2021,
310 13 819337. 2.3 4

The Value of Whole-Genome Sequencing for Mitochondrial DNA Population Studies: Strategies and
Criteria for Extracting High-Quality Mitogenome Haplotypes. International Journal of Molecular
Sciences, 2022, 23, 2244.

Mitochondrial DNA sequence evidence for close relationship of Bald Ibis, <i>Geronticus calvus,<[i>

312 3nd Waldrapp Ibis, <i>G. eremitac/i>. Ostrich, 2001, 72, 215-216.

1.1 3

Evaluation of the forensic usefulness of the separate analysis of DYS385a and DYS385b in an Austrian
population sample. International Congress Series, 2004, 1261, 360-362.

Paraguay: Unveiling migration patterns with ancestry genetic markers. Forensic Science International:

314 Genetics Supplement Series, 2017, 6, e226-2228.

0.3 3

Maternal perspective of Croatian genetic diversity. Forensic Science International: Genetics, 2020, 44,
102190.

Dubious effects of methadone as an &€ceanticancera€-drug on ovarian cancer cell-lines and

316 patient-derived tumor-spheroids. Gynecologic Oncology, 2022, 165, 129-136.

14 3

Helenad€™s Many Daughters: More Mitogenome Diversity behind the Most Common West Eurasian mtDNA
Control Region Haplotype in an Extended Italian Population Sample. International Journal of
Molecular Sciences, 2022, 23, 6725.

MtDNA coding region SNPs for rapid screening and haplogroup identification of forensic samples.

318 International Congress Series, 2004, 1261, 422-424.

0.2 2

Massively Parallel Mitochondrial DNA Sequencing in Forensic Genetics: Principles and Opportunities.
Security Science and Technology, 2016, , 293-335.

Advancing mitochondrial genome data interpretation in missing persons casework. Forensic Science

320 |nternational: Genetics Supplement Series, 2019, 7, 721-723.

Genetic and phylogeographic evidence for Jewish Holocaust victims at the SobibA3r death camp.
Genome Biology, 2021, 22, 200.

Male/female DNA mixtures: a challenge for Y-STR analysis. International Congress Series, 2003, 1239,
322 595599, 0.2 1

Fluorescent Duplex Allele-Specific PCR and Amplicon Melting for Rapid Homogeneous mtDNA

Haplogroup H Screening and Sensitive Mixture Detection. PLoS ONE, 2009, 4, e8374.

324  Foreword. Forensic Science International: Genetics, 2013, 7, 567. 3.1 1

19



WALTHER PARSON

# ARTICLE IF CITATIONS

Introduction. Forensic Science International: Genetics, 2015, 15, 1.

The maternal inheritance of the Ashaninka native group from Peru. Forensic Science International:

326 Genetics Supplement Series, 2019, 7, 135-137.

0.3 1

On the suppression of Forensic Science International: Genetics from the 2019 Journal Citations
Report. Forensic Science International: Genetics, 2020, 48, 102357.

328 Interpretation of complex DNA profiles generated by massively parallel sequencing. , 2020, , 419-451. 1

Dissection of mitochondrial haplogroup H using coding region SNPs. International Congress Series,
2006, 1288, 7-9.

Highly efficient semi-quantitative genotyping of single nucleotide polymorphisms in mitochondrial
330  DNA mixtures by liquid chromatography electrospray ionization time-of-flight mass spectrometry. 0.2 0
International Congress Series, 2006, 1288, 10-12.

GHEP-ISFG Proficiency Test 2011: Paper challenge on evaluation of mitochondrial DNA results. Forensic
Science International: Genetics Supplement Series, 2011, 3, e545-e547.

Reprint of: High resolution mapping of Y haplogroup G in Tyrol (Austria). Forensic Science

332 International: Genetics, 2013, 7, 624-631. 3.1 0

House of the dead-exceptional burials of the Avar period (seventh century AD) in Podersdorf am See
(Burgenland/A). Archaeological and Anthropological Sciences, 2020, 12, 1.

The Unique Identification of an Unknown Soldier from the Estonian War of Independence. Genes, 2021,
334 15 1700, 2.4 0

Post hoc deconvolution of human mitochondrial DNA mixtures by EMMA 2 using fine-tuned Phylotree

nomenclature. Computational and Structural Biotechnology Journal, 2022, 20, 3630-3638.

20



