
CO R R E C T I O N Open Access

© The Author(s) 2025. Open Access  This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, 
sharing, adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included 
in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://​creativ​ecommon​s.or​g/licenses/by/4.0/. The 
Creative Commons Public Domain Dedication waiver (http:​​​//creativecommo​ns.​​org/publicdo​main​/​zero/1.0/) applies to the data made available 
in this article, unless otherwise stated in a credit line to the data.

Jiang et al. Orphanet Journal of Rare Diseases           (2025) 20:52 
https://doi.org/10.1186/s13023-025-03572-z

online databases: ClinVar (VCV001299720.1) and LOVD 
(#0000878385). Additionally, we utilized the InterVar 
tool, recommended by the ACMG guidelines, for clini-
cal interpretation of genetic variants, and the SERPING1 
c.708T > G variant was classified as Uncertain significance.

Although we were not the first team to report this vari-
ant, our study has provided in-depth insights into the 
underlying mechanism by which the c.708T > G variant 
mediates the accumulation of C1-INH within the endo-
plasmic reticulum (ER), subsequently upregulates GRP75 
protein expression, and ultimately triggers cellular cal-
cium overload, mitochondrial damage, and apoptosis. 
Furthermore, we have proposed intracellular calcium 
concentration as a potential biomarker for predicting 
acute exacerbations in HAE patients.

We sincerely apologize for not accurately citing the 
original source of this variant and for failing to conduct 
an ACMG classification in our paper. However, it is 
important to note that all research findings and conclu-
sions presented in the paper remain unaffected by this 
correction, preserving their original scientific value and 
accuracy.

Following the publication of the recent article in Orphanet 
J Rare Dis [1] we wish to bring the following corrigen-
dum to your attention. In the above paper, the c.708T > G 
variant in the SERPING1 gene was initially described as 
a novel pathogenic variant for hereditary angioedema 
(HAE). Upon review, we discovered that this variant 
was actually first reported by Chinese scholars, includ-
ing Wang Xue, in a Chinese family in 2022 [2]. Currently, 
the c.708T > G variant is listed in two publicly accessible 
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