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Abstract

:

The frequency of pathogenic large chromosome rearrangements detected in patients with different Mendelian diseases is truly diverse and can be remarkably high. Chromosome breaks could arise through different known mechanisms. Congenital PAX6-associated aniridia is a hereditary eye disorder caused by mutations or chromosome rearrangements involving the PAX6 gene. In our recent study, we identified 11p13 chromosome deletions in 30 out of 91 probands with congenital aniridia or WAGR syndrome (characterized by Wilms’ tumor, Aniridia, and Genitourinary abnormalities as well as mental Retardation). The loss of heterozygosity analysis (LOH) was performed in 10 families with de novo chromosome deletion in proband. In 7 out of 8 informative families, the analysis revealed that deletions occurred at the paternal allele. If paternal origin is not random, chromosome breaks could arise either (i) during spermiogenesis, which is possible due to specific male chromatin epigenetic program and its vulnerability to the breakage-causing factors, or (ii) in early zygotes at a time when chromosomes transmitted from different parents still carry epigenetic marks of the origin, which is also possible due to diverse and asymmetric epigenetic reprogramming occurring in male and female pronuclei. Some new data is needed to make a well-considered conclusion on the reasons for preferential paternal origin of 11p13 deletions.
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1. Introduction


Aniridia (OMIM #106210) (now called PAX6-associated aniridia syndrome [1,2]) is a dominantly inherited congenital panocular disorder which is caused by either heterozygous intragenic mutations in the PAX6 gene (OMIM *607108) or heterozygous large chromosomal rearrangements of the 11p13 locus encompassing the PAX6 gene or its distant regulatory elements. Large chromosomal deletions in the 11p13 region may include the WT1 gene. About 40–60% of patients with deletions encompassing both the PAX6 and WT1 genes develop WAGR syndrome (characterized by Wilms’ tumor, Aniridia, and Genitourinary abnormalities as well as mental Retardation) (OMIM #194072) [3,4]. The frequency of gross chromosomal aberrations detected in patients with congenital aniridia (AN) in a world population is relatively high and can account up to 30% [5,6]. Theoretically, occurrence of chromosomal breaks in the 11p13 region could be explained by several known mechanisms of DNA strand break formation in normal cell during gametogenesis or later at the stage of the early zygote. They include breakage of non-B DNA structures, of DNA-RNA triplex formed during transcription [7,8], and of DNA loops within Topologically and Lamina Associated Domains (TADs and LADs) [9,10] as well as replication fork stalk-associated DNA damage [11] and recombination-based double strand DNA breaks [12].



To refine the breakage mechanism in the 11p13 region, one should take into account the nucleotide sequence at the break points and near them, the chromatin epigenetic state and its dynamics, a local chromatin architecture, and its dynamics because breaks could arise due to any of the reasons causing a mechanical stress and/or disorder of complex biological processes and interactions involving chromatin as well as to a failure of the breakage repair. Hence, even without the benefit to explore each of the issues mentioned above, one could attempt to make a well-considered suggestion on a putative 11p13 breakage mechanism based on the 11p13 deletions’ specific features established for a real cohort of patients.




2. Materials and Methods


Ten families with a proband with congenital aniridia (n = 9) or WAGR syndrome (n = 1) and de novo 11p13 chromosome deletions were included into the study. The mean age of the fathers was 28.8, with median 28.0 years (25–75% range: 27.0–29.8, min 25.0, max 37.0), and the mean age of the mothers was 28.5, with median 28.0 years (25–75% range: 27.3–30.3, min 23.0, max 34.0). The ages of the fathers and mothers do not differ (p = 0.72201, Student’s t-test). Parents’ ages and clinical picture of the probands are listed in a supplementary Table S1.



Multiplex ligation-dependent probe amplification (MLPA) analysis was performed with SALSA MLPA probmix P219-B2 PAX6 (MRC-Holland, Amsterdam, The Netherlands) according to the manufacturer’s recommendations. The results of fragment analysis after MLPA reaction were analyzed using Coffalyser.Net (MRC-Holland). This probe mix covered chromosome 11 area chr11:27636398–35117389 (according to the NCBI36/hg18 assembly of human genome).



Linkage and loss of heterozygosity analyses (LOH) of short tandem repeat markers (STR) were implemented as described earlier [13]. STR markers set an enclosed area chr11:29898018–33144526 (according to the NCBI36/hg18).



Statistical analysis was performed usingbinomial probability calculator.



The clinical and molecular genetic study was performed in accordance with the Declaration of Helsinki and was approved by the Institutional Review Board of the Research Centre for Medical Genetics, Moscow, Russia, with written informed consent obtained from each participant and/or their legal representative as appropriate.




3. Results


The loss of heterozygosity (LOH) analysis based on short tandem repeat (STR) marker segregation pattern analysis was performed in 10 families with a proband with aniridia or WAGR syndrome and de novo 11p13 chromosome deletions. Localization of chromosome breakpoints of 0.9–7.5-Mb-long deleted regions varied widely within the studied genome region chr11:30632179-33144526 (NCBI36/hg18). STR analysis was not informative in 2 families. In 7 out of examined 8 families, the deletion occurred on the paternal allele. Thus, the following reasoning assumes that the paternal origin of de novo 11p13 chromosome deletions is not random (binomial probability of equiprobable distribution p = 0.03125) (Table 1). In case of familial transmission of pathogenic deletions of 11p13 loci, the distribution of origins was 6 maternal versus 3 paternal (p = 0.16406) (Figure 1).




4. Discussion


Frequent paternal origin of 11p13 de novo microdeletions is in agreement with existing views on the difference in de novo and familial chromosome rearrangement rates occurring on paternal and maternal alleles. Usually, familial balanced rearrangements are transmitted through a mother and de novo ones appear to be mainly of paternal origin [14]. For example, about 80% of de novo genome wide copy number variants (CNVs) associated with intellectual disability were shown to arise on the paternal haplotype [15]. CNVs could arise from several different mechanisms which are strongly defined by the chromatin architecture and which perhaps are peculiar for each disorder-associated genome locus [16]. Two types of most common deletions encompassing the NF1 gene present an example of well-studied and totally different related mechanisms as well as parental bias in the deletion origin [17]. Nevertheless, most disease-associated CNVs are proposed to be nonrecurrent and arise via replication-based mechanisms [18].



The cause of the breakage in the 11p13 chromosome region as well as the difference in its parental origin are still unclear, though predominantly the paternal origin of 11p13 de novo microdeletions were described earlier [19]. Considering that loss of maternal 11p13 allele was typical for somatic mutation in Wilms tumors, the authors proposed that they should find loss of the paternal 11p13 allele as a germline primary mutation in patients with defined chromosome 11p13 deletions. Eventually, they determined that de novo 11p13 deletions occurred on the paternally derived chromosome in seven out of eight children [19].



Firstly, large rearrangements may arise on the chromosomes of different parental origins during gametogenesis due to recombination. Recombination breakage should affect both paternal and maternal alleles roughly with the same frequency. On the one hand, a quantity of cell divisions and frequency of recombination in spermatogenesis could be, at least, partially responsible for the observed paternal deletions predominance. Interestingly, histone methyltransferase PRDM9 (MEISETZ—meiosis-induced factor containing a PR/SET domain (PRDF1-RIZ (PR) homology domain sybtype of SET domain (Su(var)3-9, enhancer-of-zeste and trithorax)) and zinc finger motif, OMIM *609760), which activates hot spots for recombination [20], is expressed in female gonads just in the fetus and in the testis postnatally during the lifetime [21]. On the other hand, according to the Marshfield Comprehensive human genetic maps, the female recombination rate in the 11p13 region is about 2.14 times greater than that for males, suggesting enhanced meiotic recombination for this genome region in females [22]. Thus, the preferential paternal origin of de novo 11p13 deletions in patients with aniridia and WAGR could not be explained by recombination differences. Moreover, the great majority of structure variants are considered no longer to be formed through recombination [23].



Nevertheless, there are some other strong arguments in favor of the idea that DNA breakage could have occurred more frequently during spermatogenesis. Male germ cell development is a very specific process in view of chromatin state remodeling [24]. Spermatids undergo a unique process of chromatin reorganization and package into highly condensed state through histone-to-protamine replacement [25]. The chromatin transition is thought to be associated with DNA breaks which could facilitate DNA supercoiling elimination [26].



Another explanation of nonrandom loss of the paternal allele in aniridia patients could be based on an actual evidence that de novo deletions in 11p13 often occur in the postzygotic stage [5]. About 16% of de novo 11p13 deletions are mosaic, represented in 30–70% of the cells [27]. That is why these deletions are assumed to arise not in gametogenesis but later in the early postzygotic period [27]. Heterozygous deletions may have occurred on the chromosomes of a certain parental origin after fertilization but before the time of the loss of the parental epigenetic marks. That could have happened in a narrow time interval during a very early period of zygote development before cleavage. In this short timespan, asynchronous processes of epigenetic reprogramming of chromosomes of different parental origin occur [28]. Initially, paternal loci actively and rapidly lose CpG methylation before replication, and after that, maternal loci undergo passive demethylation during replication [29]. Demethylation in paternal DNA occurs via a base excision repair mechanism and is supposed to be linked to DNA breaks [30,31]. Stops of transcription spermatozoids have no mechanism to repair DNA damage [32]. Paternal DNA damage is also well insured by a maternal repairing machinery in a zygote after fertilization [33,34]. Thus, paternal chromatin integrity depends on the capacity of the oocyte to repair it [32]. Maternal base excision repair machinery is supposed to fix paternal DNA damage at the expense of its demethylation [33]. Therefore, there could be some selection pressure against zygotes with aberrant methylation in favor of that with a small lack of genome material during this stage; as a result, paternal deletions could slip through DNA lesion zygotic checkpoints.



The 11p13 region chromatin stiffness and flexibility could be under a considered influence of the chromatin epigenetic features [9]. Chromatin remodeling during spermatogenesis and, after that, in paternal pronucleus in a zygote may be associated with DNA breaks and could serve as a possible explanation for preferentially paternal origin of the alleles with 11p13 deletions [35].



Finally, the predominance of de novo deletions on the paternal alleles also may have indicated possible imprinting of the loci of the deleted genes [36,37]. Maternal alleles with such a deletion may influence cell viability, either in gametes or zygotes. For congenital aniridia, the ratio of affected-to-normal offspring of an affected parent of either sex was defined to be 38 to 62 [38]. That could mean a decreased viability of cells with 11p13 deletions, regardless of parental origin of the pathogenic allele. It should be noted that some differentially methylated germline loci in males and females have been defined to be transiently imprinted. Methylation differences could be protected until the blastocyst stage as they may influence early preimplantation development [39]. On the other hand, the transmission ratio of the familial deletions (6 maternal versus 3 paternal) obtained here and in an earlier study rather denied the last imprinting-related suggestion [19].




5. Conclusions


Deletions in both spermatozoid and zygote DNA on paternal alleles are suggested to be associated with dramatic chromatin state fluctuations. The base excision repair mechanism promotes both loss of DNA supercoiling during histone-to-protamine replacement and active demethylation in paternal pronucleus.



However, the observation of the predominantly paternal origin of the allele with 11p13 de novo deletions in patients with aniridia remains so far only an observation, the explanation of which requires more in-depth studies and the accumulation of additional data.








Supplementary Materials


The following are available online at https://www.mdpi.com/2073-4425/11/7/812/s1: Table S1: Summary of analyzed patients.





Author Contributions


Conceptualization, molecular genetic analysis, data interpreting, writing—original draft preparation, T.A.V.; conceptualization, methodology, molecular genetic analysis, statistical analysis, data interpreting, writing—review and editing, A.V.M.; ophthalmological and medical genetic examination, N.V.S.; funding acquisition, S.I.K.; project administration, R.A.Z. All authors read and approved the final draft of the manuscript.




Funding


This research was funded by the Russian Foundation for Basic Research (RFBR grant no. 19-015-00122) and by the state assignment of the Ministry of Science and Higher Education of the Russian Federation.




Acknowledgments


We thank Richard H. Lozier for interest in our work and useful assistance.




Conflicts of Interest


The authors declare that they have no competing interests.




References


	



Käsmann-Kellner, B.; Seitz, B. Aniridia syndrome: Clinical findings, problematic courses and suggestions for optimization of care (“aniridia guide”). Ophthalmologe 2014, 111, 1145–1156. [Google Scholar] [CrossRef] [PubMed]

	



Lim, H.T.; Kim, H.; Kim, H. PAX6 aniridia syndrome. Curr. Opin. Ophthalmol. 2017, 28, 436–447. [Google Scholar] [CrossRef] [PubMed]

	



Grønskov, K.; Olsen, J.H.; Sand, A.; Pedersen, W.; Carlsen, N.; Jylling, A.M.B.; Lyngbye, T.; Brøndum-Nielsen, K.; Rosenberg, T. Population-based risk estimates of Wilms tumor in sporadic aniridia. A comprehensive mutation screening procedure of PAX6 identifies 80% of mutations in aniridia. Hum. Genet. 2001, 109, 11–18. [Google Scholar] [CrossRef]

	



Marakhonov, A.V.; A Vasilyeva, T.; A Voskresenskaya, A.; Sukhanova, N.V.; Kadyshev, V.V.; I Kutsev, S.; A Zinchenko, R. LMO2 gene deletions significantly worsen the prognosis of Wilms’ tumor development in patients with WAGR syndrome. Hum. Mol. Genet. 2019, 28, 3323–3326. [Google Scholar] [CrossRef]

	



Robinson, D.O.; Howarth, R.J.; Williamson, K.A.; Van Heyningen, V.; Beal, S.J.; Crolla, J.A. Genetic analysis of chromosome 11p13 and thePAX6 gene in a series of 125 cases referred with aniridia. Am. J. Med. Genet. Part A 2008, 146, 558–569. [Google Scholar] [CrossRef]

	



Vasilyeva, T.A.; Marakhonov, A.V.; Voskresenskaya, A.A.; Kadyshev, V.V.; Käsmann-Kellner, B.; Sukhanova, N.V.; Katargina, L.A.; Kutsev, S.I.; Zinchenko, R.A. Analysis of genotype–phenotype correlations in PAX6-associated aniridia. J. Med. Genet. 2020. [Google Scholar] [CrossRef]

	



Jimeno, S.; Carvajal, R.-P.; Huertas, P. The role of RNA and RNA-related proteins in the regulation of DNA double strand break repair pathway choice. DNA Repair 2019, 81, 102662. [Google Scholar] [CrossRef]

	



Karlsson, K.H.; Stenerlöw, B. Extensive ssDNA end formation at DNA double-strand breaks in non-homologous end-joining deficient cells during the S phase. BMC Mol. Boil. 2007, 8, 97. [Google Scholar] [CrossRef] [PubMed]

	



Jabbari, K.; Wirtz, J.; Rauscher, M.; Wiehe, T. A common genomic code for chromatin architecture and recombination landscape. PLoS ONE 2019, 14, e0213278. [Google Scholar] [CrossRef]

	



Gothe, H.J.; Bouwman, B.A.M.; Gusmao, E.G.; Piccinno, R.; Petrosino, G.; Sayols, S.; Drechsel, O.; Minneker, V.; Josipovic, N.; Mizi, A.; et al. Spatial Chromosome Folding and Active Transcription Drive DNA Fragility and Formation of Oncogenic MLL Translocations. Mol. Cell 2019, 75, 267–283.e12. [Google Scholar] [CrossRef]

	



Alexander, J.L.; Orr-Weaver, T.L. Replication fork instability and the consequences of fork collisions from rereplication. Genes Dev. 2016, 30, 2241–2252. [Google Scholar] [CrossRef] [PubMed]

	



Tock, A.J.; Henderson, I.R. Hotspots for Initiation of Meiotic Recombination. Front. Genet. 2018, 9, 521. [Google Scholar] [CrossRef] [PubMed]

	



Vasilyeva, T.A.; Voskresenskaya, A.A.; Käsmann-Kellner, B.; Khlebnikova, O.V.; Pozdeyeva, N.; Bayazutdinova, G.M.; Kutsev, S.I.; Ginter, E.K.; Semina, E.V.; Marakhonov, A.V.; et al. Molecular analysis of patients with aniridia in Russian Federation broadens the spectrum of PAX6 mutations. Clin. Genet. 2017, 92, 639–644. [Google Scholar] [CrossRef]

	



Pellestor, F.; Anahory, T.; Lefort, G.; Puechberty, J.; Liehr, T.; Hédon, B.; Sarda, P. Complex chromosomal rearrangements: origin and meiotic behavior. Hum. Reprod. Updat. 2011, 17, 476–494. [Google Scholar] [CrossRef] [PubMed]

	



Hehir-Kwa, J.Y.; Rodríguez-Santiago, B.; E Vissers, L.; De Leeuw, N.; Pfundt, R.; Buitelaar, J.K.; A Pérez-Jurado, L.; A Veltman, J. De novo copy number variants associated with intellectual disability have a paternal origin and age bias. J. Med. Genet. 2011, 48, 776–778. [Google Scholar] [CrossRef] [PubMed]

	



Roychowdhury, T.; Abyzov, A. Chromatin organization modulates the origin of heritable structural variations in human genome. Nucleic Acids Res. 2019, 47, 2766–2777. [Google Scholar] [CrossRef]

	



Steinmann, K.; Cooper, D.N.; Kluwe, L.; Chuzhanova, N.; Senger, C.; Serra, E.; Lazaro, C.; Gilaberte, M.; Wimmer, K.; Mautner, V.-F.; et al. Type 2 NF1 Deletions Are Highly Unusual by Virtue of the Absence of Nonallelic Homologous Recombination Hotspots and an Apparent Preference for Female Mitotic Recombination. Am. J. Hum. Genet. 2007, 81, 1201–1220. [Google Scholar] [CrossRef]

	



Van Binsbergen, E. Origins and Breakpoint Analyses of Copy Number Variations: Up Close and Personal. Cytogenet. Genome Res. 2011, 135, 271–276. [Google Scholar] [CrossRef]

	



Huff, V.; Meadows, A.; Riccardi, V.M.; Strong, L.C.; Saunders, G.F. Parental origin of de novo constitutional deletions of chromosomal band 11p13. Am. J. Hum. Genet. 1990, 47, 155–160. [Google Scholar]

	



Parvanov, E.; Petkov, P.M.; Paigen, K. Prdm9 Controls Activation of Mammalian Recombination Hotspots. Science 2009, 327, 835. [Google Scholar] [CrossRef]

	



Hayashi, K.; Yoshida, K.; Matsui, Y. A histone H3 methyltransferase controls epigenetic events required for meiotic prophase. Nature 2005, 438, 374–378. [Google Scholar] [CrossRef] [PubMed]

	



Broman, K.W.; Murray, J.C.; Sheffield, V.C.; White, R.L.; Weber, J.L. Comprehensive Human Genetic Maps: Individual and Sex-Specific Variation in Recombination. Am. J. Hum. Genet. 1998, 63, 861–869. [Google Scholar] [CrossRef] [PubMed]

	



Lin, Y.-L.; Gokcumen, O. Fine-Scale Characterization of Genomic Structural Variation in the Human Genome Reveals Adaptive and Biomedically Relevant Hotspots. Genome Boil. Evol. 2019, 11, 1136–1151. [Google Scholar] [CrossRef] [PubMed]

	



Gold, H.B.; Jung, Y.H.; Corces, V.G. Not just heads and tails: The complexity of the sperm epigenome. J. Boil. Chem. 2018, 293, 13815–13820. [Google Scholar] [CrossRef] [PubMed]

	



Rathke, C.; Baarends, W.M.; Awe, S.; Renkawitz-Pohl, R. Chromatin dynamics during spermiogenesis. Biochim. Biophys. Acta (BBA) Bioenerg. 2014, 1839, 155–168. [Google Scholar] [CrossRef]

	



LeDuc, F.; Maquennehan, V.; Nkoma, G.B.; Boissonneault, G. DNA Damage Response During Chromatin Remodeling in Elongating Spermatids of Mice1. Boil. Reprod. 2008, 78, 324–332. [Google Scholar] [CrossRef]

	



Crolla, J.A.; Van Heyningen, V. Frequent Chromosome Aberrations Revealed by Molecular Cytogenetic Studies in Patients with Aniridia. Am. J. Hum. Genet. 2002, 71, 1138–1149. [Google Scholar] [CrossRef]

	



Lebedev, I.N.; Sazhenova, Y.A. Epimutations of imprinting genes in the human genome: classification, causes, association with hereditary pathology. Russ. J. Genet. 2008, 44, 1176–1190. [Google Scholar] [CrossRef]

	



Zhu, Q.; Stöger, R.; Alberio, R. A Lexicon of DNA Modifications: Their Roles in Embryo Development and the Germline. Front. Cell Dev. Boil. 2018, 6, 24. [Google Scholar] [CrossRef]

	



Wossidlo, M.; Arand, J.; Sebastiano, V.; Lepikhov, K.; Boiani, M.; Reinhardt, R.; Scholer, H.; Walter, J. Dynamic link of DNA demethylation, DNA strand breaks and repair in mouse zygotes. EMBO J. 2010, 29, 1877–1888. [Google Scholar] [CrossRef] [PubMed]

	



Derijck, A.; Van Der Heijden, G.; Giele, M.; Philippens, M.E.; De Boer, P. DNA double-strand break repair in parental chromatin of mouse zygotes, the first cell cycle as an origin of de novo mutation. Hum. Mol. Genet. 2008, 17, 1922–1937. [Google Scholar] [CrossRef]

	



Gonzalez-Marin, C.; Gosalvez, J.; Roy, R. Types, Causes, Detection and Repair of DNA Fragmentation in Animal and Human Sperm Cells. Int. J. Mol. Sci. 2012, 13, 14026–14052. [Google Scholar] [CrossRef] [PubMed]

	



Wyck, S.; Herrera, C.; Requena, C.E.; Bittner, L.; Hajkova, P.; Bollwein, H.; Santoro, R. Oxidative stress in sperm affects the epigenetic reprogramming in early embryonic development. Epigenetics Chromatin 2018, 11, 60. [Google Scholar] [CrossRef] [PubMed]

	



Ladstätter, S.; Tachibana, K. A Surveillance Mechanism Ensures Repair of DNA Lesions during Zygotic Reprogramming. Cell 2016, 167, 1774–1787.e13. [Google Scholar] [CrossRef] [PubMed]

	



LeDuc, F.; Nkoma, G.B.; Boissonneault, G. Spermiogenesis and DNA Repair: A Possible Etiology of Human Infertility and Genetic Disorders. Syst. Boil. Reprod. Med. 2008, 54, 3–10. [Google Scholar] [CrossRef]

	



Himes, K.P.; Young, A.; Koppes, E.; Stolz, D.B.; Barak, Y.; Sadovsky, Y.; Chaillet, J. Loss of inherited genomic imprints in mice leads to severe disruption in placental lipid metabolism. Placenta 2015, 36, 389–396. [Google Scholar] [CrossRef]

	



Ruan, Z.; Zhao, X.; Qin, X.; Luo, C.; Liu, X.; Deng, Y.; Zhu, P.; Li, Z.; Huang, B.; Shi, D.; et al. DNA methylation and expression of imprinted genes are associated with the viability of different sexual cloned buffaloes. Reprod. Domest. Anim. 2017, 53, 203–212. [Google Scholar] [CrossRef]

	



Shaw, M.W.; Falls, H.F.; Neel, J.V. Congenital Aniridia. Am. J. Hum. Genet. 1960, 12, 389–415. [Google Scholar]

	



Monk, D. Germline-derived DNA methylation and early embryo epigenetic reprogramming: The selected survival of imprints. Int. J. Biochem. Cell Boil. 2015, 67, 128–138. [Google Scholar] [CrossRef]








[image: Genes 11 00812 g001 550] 





Figure 1. Pedigrees of familial cases of aniridia caused by deletions of the 11p13 region. 
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Table 1. Patients with de novo deletions of 11p13 region.
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	Patient’s ID
	Break Points Coordinates According to 11p13 MLPA
	Genes Affected by Deletion
	Origin 1





	A-25
	chr11:31824328–31832887
	PAX6ex1–PAX6ex5
	nd



	A-36
	chr11:31671656–32339851
	ELP4ex9–PAX6–RCN1
	pat



	A-30
	chr11:27679822–33374888
	BNDF−FSHB−DCDC1−ELP4–PAX6−RCN1−WT1−HIPK3
	pat



	52.03
	chr11:27679822–35160813
	BNDF−FSHB−DCDC1−ELP4–PAX6−RCN1−WT1−HIPK3−LMO2−EHF−CD44
	pat



	20.03
	chr11:30253552–32457265
	FSHB–DCDC1−ELP4−PAX6–RCN1−WT1
	pat



	02.12
	chr11:31329311–31671656
	DCDC1−ELP4ex9
	pat



	09.03
	chr11:31329311–31671656
	DCDC1−ELP4ex9
	nd



	04.14
	chr11:31391209–31838055
	DCDC1ex1−ELP4−PAX6int1
	mat



	36.03
	chr11:30253552–32125308
	PAX6ex7−RCN1
	pat



	A-26
	chr11:31329311–32339851
	DCDC1-ELP–PAX6–RCN1
	pat







1 Note: nd: the origin cannot be defined, pat: paternal, mat: maternal origin.
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