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Analysis of HLA‑G long‑read 
genomic sequences 
in mother–offspring pairs 
with preeclampsia
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Fumiki Katsuoka2,4, Satoshi Mizuno2,5, Soichi Ogishima2,5, Masayuki Yamamoto2,4, 
Jun Yasuda4,6 & Junichi Sugawara1,2*

Preeclampsia is a pregnancy-induced disorder that is characterized by hypertension and is a leading 
cause of perinatal and maternal–fetal morbidity and mortality. HLA-G is thought to play important 
roles in maternal–fetal immune tolerance, and the associations between HLA-G gene polymorphisms 
and the onset of pregnancy-related diseases have been explored extensively. Because contiguous 
genomic sequencing is difficult, the association between the HLA-G genotype and preeclampsia 
onset is controversial. In this study, genomic sequences of the HLA-G region (5.2 kb) from 31 pairs 
of mother–offspring genomic DNA samples (18 pairs from normal pregnancies/births and 13 from 
preeclampsia births) were obtained by single-molecule real-time sequencing using the PacBio RS II 
platform. The HLA-G alleles identified in our cohort matched seven known HLA-G alleles, but we also 
identified two new HLA-G alleles at the fourth-field resolution and compared them with nucleotide 
sequences from a public database that consisted of coding sequences that cover the 3.1-kb HLA-G 
gene span. Intriguingly, a potential association between preeclampsia onset and the poly T stretch 
within the downstream region of the HLA-G*01:01:01:01 allele was found. Our study suggests that 
long-read sequencing of HLA-G will provide clues for characterizing HLA-G variants that are involved 
in the pathophysiology of preeclampsia.

Preeclampsia (PE) is a pregnancy-induced condition that is characterized by hypertension and is a leading cause 
of perinatal and maternal–fetal morbidity and mortality. Recently, epidemiological studies have suggested that 
expectant mothers who are affected by PE have a higher risk of cardiovascular diseases, including hypertension, 
in later life1–3. Although extensive studies have been conducted, the etiology of PE remains unknown. However, 
multiple factors have been implicated, including endothelial4,5, immunological6, and genetic factors7,8. It has been 
suggested that an inadequate maternal immunological response to the semiallogenic fetus and consequently 
abnormal placentation could cause PE. The induction of immune tolerance to the fetus might be critical for the 
mother, and histocompatibility is expected to play an important role in this immune tolerance.

HLA-G, which is expressed in the extravillous trophoblasts of the placenta, is believed to play an important 
role in the establishment of maternal–fetal immune tolerance, and associations between HLA-G gene polymor-
phisms and PE have been suggested9. Fournel et al. suggested that the soluble form of the HLA-G protein secreted 
from extravillous trophoblasts could protect the fetus from the mother’s immunity10. Similarly, Fuzzi et al. sug-
gested that only embryos that produce soluble HLA-G can survive after in vitro fertilization11. With regard to 
the relationship between HLA-G expression and PE, Farina et al. showed that mRNA expression of HLA-G was 
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decreased in PE patients compared with healthy controls12. These studies suggest that soluble HLA-G plays a 
critical role in the induction of immune tolerance in the fetus.

The genetic relationship between HLA-G polymorphisms and PE, however, has not been clearly demonstrated. 
Hylenius et al. reported that paternal inheritance of a 14-bp deletion/insertion in HLA-G can be important 
for PE onset13. However, several follow-up studies failed to support the findings of Hylenius et al.14–17. Among 
those studies, Larsen et al. found that the 14-bp deletion/insertion polymorphism (rs371194629) accompanying 
other polymorphisms in exon 8 (rs1710, rs1063320, rs9380142, and rs1610696) was associated with PE in the 
primipara when the fetus was homozygous for the insertion18. The results by Larsen et al. indicate the importance 
of contiguous haplotype data for investigation of the association between HLA-G and PE.

Previous HLA-G genotyping studies of patients with PE have exhibited controversial results. Genotyping of 
HLA genes is quite difficult because of its complex structure. Tadaka et al. discussed obvious discordance in the 
allele frequencies at the HLA loci between the GnomAD19 and 3.5KJPN databases (a whole-genome reference 
panel for the Japanese population20). A solution to the issue of uncertain genotypes at the HLA loci might be 
long-read sequencing21. The length of the HLA-G locus (5.2 kb) is within the PCR amplification range if appro-
priate primer sets are designed20. This finding might be useful for identifying unique, nonpolymorphic regions 
that flank the HLA-G locus. Therefore, the sequencing of PCR amplicons spanning the whole HLA-G locus 
using long-read sequencers is a feasible approach for population genetic studies of the association between PE 
and HLA-G variants.

In the present study, we first analyzed full‐length consensus sequences of the HLA-G locus in mother–off-
spring pairs with complications of PE and healthy pregnancies using single-molecule real-time sequencing on 
the PacBio RS II instrument. Additionally, we investigated PE-related distributions of HLA-G alleles and the 
compatibility of HLA-G genotypes in mother–offspring pairs and explored new alleles of the HLA-G locus.

Results
Determination of the sequences of the HLA‑G region in 31 mother–offspring pairs.  To elu-
cidate the association between the HLA-G genotype and PE etiology, we determined the alleles of the HLA-G 
locus in a total of 31 mother-fetus pairs; 18 consisted of mothers with PE and 13 consisted of normal pregnan-
cies/births and served as controls. The clinical characteristics of the mothers and infants are shown in Table 1. 
We amplified a 5.2 kb genomic region that contained the entire HLA-G gene by PCR in 62 genomic DNA sam-
ples and sequenced the amplicons using the PacBio RS II long-read sequencer to construct de novo consensus 
sequences of the amplified HLA-G region (Fig. 1A). We defined the HLA-G core region based on the longest 
known HLA-G alleles registered in the IPD-IMGT/HLA database (https​://www.ebi.ac.uk/ipd/imgt/hla/). After 
filtration according to the number of subreads of a consensus sequence, we obtained one or two consensus 
sequences for each sample, which likely corresponded to homozygotes or heterozygotes, respectively (see “Meth-
ods” section for details).

The nucleotide sequences of the whole coding exons, introns, and flanking untranslated regions of HLA-G, 
which span 3.1 kb, are publicly available (ftp://ftp.ebi.ac.uk/pub/datab​ases/ipd/imgt/hla/fasta​/), and our ampli-
cons covered the entire region. We compared the obtained PacBio consensus sequences with the sequences of 
known HLA-G alleles by a BLAST search. Most of the consensus sequences were consistent with one of seven 
major HLA-G alleles; however, eight PacBio consensus sequences were inconsistent with any known HLA-G 
alleles (Supplementary Table 1). One consensus sequence, C5_1516_2, could be similar to two different known 
HLA-G alleles (G*01:04:01:01 or G*01:01:02:01), and as a result, we compared the consensus sequence with these 
two HLA-G alleles (Supplementary Table 1). Considering the low accuracy of our long-read sequencing results, 
which might be caused by nested PCR, we confirmed the sequence of each mismatched site in these inconsist-
ent sequences by Sanger sequencing (see “Methods” section for details). All of the mismatches, except for two, 
were corrected to the sequences of known alleles (Supplementary Table 1). The sites that were missequenced 
by the PacBio RSII were insertions or deletions of one or two residues in homopolymers (4–7 bp in length). 
In particular, at intron 7, there is a palindromic short stretch of homopolymers (‘CCC​CGG​GGGG’), and all of 

Table 1.   Summary of the study cases. SD standard deviation. a Student t-test was performed unless otherwise 
indicated. b Chi-square test.

Control (n = 13) PE (n = 18)

p-valueaMean (%) SD Mean (%) SD

Maternal age (years)

Mean, SD 30.9 3.2 31.2 5.8 0.56

Parity (primipara)

% 30.7 38.9 0.64b

Prepregnancy BMI

Mean, SD 22 4.43 22 3.15 0.5

Gestational age at delivery (weeks)

Mean, SD 39.3 0.95 37.3 1.36  < 0.0001

Birth weight (g)

Mean, SD 3082.6 402.8 2600.1 477.6 0.0034

https://www.ebi.ac.uk/ipd/imgt/hla/
ftp://ftp.ebi.ac.uk/pub/databases/ipd/imgt/hla/fasta/
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the errors in our PacBio sequencing in intron 7 occurred in the palindromic stretch. Similarly, the palindromic 
repeat in exon 2 (‘GGG​GGC​CC’) also showed a nucleotide deletion in two cases. These results indicate that only 
a few nucleotide errors occurred within short homopolymers by PacBio amplicon sequencing with nested PCR.

Identification of novel alleles of the 3.1 kb HLA‑G core region in our cohort.  For the two PacBio 
consensus sequences that were inconsistent with the known HLA-G sequences, the Sanger sequencing results 
corresponded to the PacBio consensus data (Supplementary Table 1), which indicates that the inconsistency 
was because the HLA-G sequences are novel rather than the result of errors in the PacBio consensus sequences. 
Each of the two new alleles had one known additional single nucleotide polymorphism (SNP), rs1464043200 
and rs144753960, relative to the known alleles that they resembled the most (Fig.  1B), G*01:01:01:01 and 
G*01:04:01:01, respectively (Supplementary Table 2). We searched the GenBank database using BLAST22 and 
found no sequences that were identical to either new allele (data not shown). Heritability was not confirmed for 
either new allele in our collection.

HLA‑G alleles and variants in the Japanese population.  The distribution of the HLA-G alleles in the 
18 PE and 13 control (i.e., normal pregnancies/births) mother–offspring pairs is shown in Table 2. Because the 
SMRT analysis software merges the same sequences into one consensus sequence, the homozygous alleles will 
appear as one sequence in an individual. Hence, the alleles with a single consensus sequence were counted as 
two of the same allele (i.e., homozygous), and a total of 124 alleles were obtained from the 31 mother–offspring 
pairs. Comparison of the determined alleles between each mother and her offspring indicated that in all pairs, 

Figure 1.   Novel alleles of the HLA-G core region. (A) Schematic of the HLA-G core region. White and gray 
rectangles indicate noncoding and coding exons, respectively. Lines that connect the rectangles indicate introns. 
The exon widths are proportional to the actual sizes, but the intron lengths are not. The HLA-G core region 
(defined based on the known HLA-G alleles registered in the IPD-IMGT/HLA database: https​://www.ebi.ac.uk/
ipd/imgt/hla/) and the region analyzed in the present study are indicated by the brackets above the exons/
introns. The polymorphisms analyzed in this study are indicated by triangles and short descriptions. (B,C) 
Fluorographs of Sanger sequencing performed to verify the novel HLA-G core region alleles, with sense strand 
reads shown.

https://www.ebi.ac.uk/ipd/imgt/hla/
https://www.ebi.ac.uk/ipd/imgt/hla/
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the mother and her offspring shared at least one allele, which demonstrates that all mother–offspring pairs in 
our study can be biologically related.

In our cohort, G*01:01:01:01 and G*01:04:01:01 were the most common alleles, accounting for 33.9% (42/124) 
and 29.8% (37/124) of all determined alleles, respectively. The data were consistent with previous reports that 
G*01:01:01 and G*01:04 are the most common alleles in the Japanese population23,24, although the HLA-G 
alleles of previous studies were limited to second- or third-field resolution, whereas our results were expanded 
to fourth-field resolution. The distribution of the HLA-G alleles was not significantly different between the PE 
and control mother–offspring pairs (Table 2), which suggests that known single polymorphic sites within the 
HLA-G core region do not affect PE onset.

Recent progress in identifying whole-genome variants in the general population using short-read resequenc-
ing data enabled us to compare polymorphisms in the HLA-G region with those in much larger datasets of 
the general population. A comparison of our results with previously reported minor allele frequencies in the 
HLA-G core region in the East Asian population, using the gnomAD database (gnomAD-EAS)19, and in the 
Japanese population, using the Tohoku Medical Megabank Organization (ToMMo-4.7KJPN)25, showed that our 
frequencies for each SNP and short insertion/deletion (indel) were highly consistent with those large-scale data 
(R = 0.964 and R = 0.996 for GnomAD-EAS and ToMMo-4.7KJPN, respectively) and confirmed the accuracy of 
our sequencing results (Supplementary Fig. 1).

The lack of an association of the 14‑bp indel polymorphism in HLA‑G exon 8 with PE.  As men-
tioned above, the 14-bp indel in exon 8 of the HLA-G gene (rs371194629, chr6: 29,798,581 in hg19) is controver-
sial in terms of its association with PE. This indel is located outside of the well-characterized 3.1 kb HLA-G core 
region, and the insertion is conserved in the chimpanzee genome (panTro6/chr6: 29,349,721–29,349,735). The 
relationship between HLA-G alleles and the 14-bp indel was evaluated by long-read de novo sequencing using 
PacBio RS II. The G*01:01:02:01, G*01:01:03:03, G*01:03:01:02, and G*01:06:01:01 alleles contain the 14-bp 
insertion, whereas the other alleles do not, which is the same as in the human reference genome sequence (14-bp 
deletion, Table 2). These contiguous data correspond to those obtained by Larsen et al.18. There was no signifi-
cant difference in the allelic frequencies of the 14-bp indel between PE and healthy mother–offspring pairs in our 
cohort (p > 0.05, Fisher’s exact test, Table 2).

SNPs showing new cosegregation with a certain HLA‑G allele.  We also evaluated potential asso-
ciations of the variants outside of the 3.1 kb HLA-G core region with PE onset (Supplementary Table 3). An SNP 
was found upstream of the core region (rs17875394, in intron 1), and its relationship with HLA-G haplotypes 
was unknown. In our collection, this variant was only cosegregated with G*01:04:01:01. Of the 38 G*01:04:01:01 
alleles (including one new allele), 14 had the A allele in our cohort. As expected, the frequency observed in this 
study (14 of 93 total chromosomes, 0.150) was similar to that in 4.7KJPN; the minor allele frequency of the 
polymorphism was 0.1488 in 4.7KJPN and 0.0855 in GnomAD-EAS. The polymorphism was not associated 
with PE onset.

An unexpected pattern of the length of the downstream poly T stretch.  Comparison of the allele 
frequencies of SNPs or known indels in the HLA-G region observed in our biased collection as well as in larger 
general population data suggested that there would be few differences in the frequencies of known HLA-G alleles 
between the PE and healthy mother–offspring pairs in our dataset. In fact, there was no significant difference in 
the HLA-G allele frequencies between the groups (Table 2). In addition, any combination of two HLA-G alleles 
in an individual did not show any significant association with PE onset (data not shown). These results suggest 
that previously known HLA-G alleles might not be related to the etiology of PE.

When evaluating the fidelity of the PacBio reads of very low complexity sequences, such as homopolymers, we 
encountered a long poly T stretch that was located downstream of HLA-G (hg19/chr6: 29,799,206–29,799,226). 
The length of the poly T stretch in hg19 is 21 bp, and the corresponding length in the chimpanzee genome is 
24 bp. The stretch is polymorphic, and multiple alleles have been reported in the WebSTR database (https​://webst​

Table 2.   Distribution of HLA-G alleles in preeclampsia and healthy mother–offspring pairs. Del deletion, NA 
not analyzed. *One mother–offspring pair showed the same genotype.

HLA-G 14 bp

PE Control

Total p-valueMother Offspring Sum Inherited Mother Offspring Sum Inherited

01:01:01:01 Del 13 13 26 7* 7 9 16 4 42 0.569

New allele 1 Del 1 0 1 0 0 0 0 0 1 NA

01:01:02:01  +  7 5 12 4 3 6 9 3 21 1

01:01:03:03  +  4 2 6 2 4 0 4 0 10 1

01:03:01:02  +  1 1 2 1 0 0 0 0 2 0.509

01:04:01:01 Del 9 10 19 3* 10 8 18 4 37 0.329

New allele 2 Del 0 1 1 0 0 0 0 0 1 NA

01:04:01:02 Del 1 4 5 0 1 2 3 1 8 1

01:06:01:01  +  0 0 0 0 1 1 2 1 2 0.174

https://webstr.ucsc.edu/
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r.ucsc.edu/)26 as well as the 4.7KJPN database. The length of the stretches is 17–43 bp in our collection, 13–38 bp 
in 4.7KJPN, and 17–50 bp in the WebSTR database. Even though the range of the lengths of the T stretches we 
observed is within the ranges of the previous studies, we further checked the differences in the T stretch length 
between mother and offspring alleles that would be shared between the two and found that the differences would 
be approximately 0.8 to 2.8 among those cases (Supplementary Table 4). As expected, longer T stretches show 
larger differences, and the average intergeneration differences in T stretches with lengths less than 26 or more 
than 35 are 0.8 or 2.8, respectively (Supplementary Table 4). These results indicate that the two-stage PCR did 
not largely affect the length of the T stretches in our samples. The poly T stretch does not appear to be related 
to eQTL in the GTEx project database27, and placenta data are not included in the dataset28. Considering the 
10–15% contribution of short tandem repeat variance to eQTL27, the poly T stretch might play some role in 
regulating HLA-G expression in the placenta.

The WebSTR data indicate that multiple HLA-G alleles are present in several ethnicities. Thus, we evalu-
ated whether any diversity in the length of the poly T stretch was present in our sequencing collection and the 
relationship of the poly T stretch length with known HLA-G alleles. We constructed a phylogenetic tree of the 
HLA-G alleles (Fig. 2, see legend). The structural variations, the 14-bp indel in the 3′-untranslated region and 
the length of the poly T stretch in the downstream region showed distinct branching. Intriguingly, the presence 
versus absence of the 14-bp indel did not match the branching pattern of the dendrogram drawn based on the 
information on the HLA-G core region or the allele nomenclature. For example, G*01:01:01:01 and G*01:03:01:02 
are located in the same branch, but the presence of the 14-bp insertion was discordant between them. Similarly, 
three different G*01:01 alleles were found in our dataset, but only G*01:01:01:01 lacked the 14-bp insertion. 
This finding suggests that a recombination hot spot might exist between the HLA-G core and the downstream 
regions, including the 14-bp indel and polymorphic T stretch.

Relationship between the length of the T stretch downstream of HLA‑G and PE onset.  There 
are no reports that describe the association between the poly T stretch downstream of HLA-G and PE onset. 
Figure 3 shows the distribution of the T stretch length among all known HLA-G alleles. The 01:04:01:01 allele 
had a peak T stretch length of 24 bp and was monophasic. As expected, the most prevalent allele, G*01:01:01:01, 
showed a wide range of lengths (from 17 to 46 bp), and interestingly, the length had a biphasic distribution with 
two peaks, at 19 and 40 bp (Fig. 3a). We focused on this allele because it had the greatest variability in the T 
stretch length. Because the length of the corresponding T stretch in the chimpanzee genome is 24 bp, we classi-

Figure 2.   Dendrogram of the molecular evolution of HLA-G. The seven major haplotypes of HLA-G found 
in this study and the corresponding Pan HLA-G sequences (panTro6: chr6: 29,345,638–29,350,879) were 
analyzed using ClustalW software. We used two G*01:01:01:01 alleles with different T stretch lengths (17 
and 43 bp) and two G*01:04:01:01 alleles based on the variant rs17875394. The allelotypes with second field 
resolution are indicated with different colors: 01:01 as black, 01:03 as orange, 01:04 as gray, and 01:06 as light 
green. The vertical distance indicates the difference between the alleles, and the horizontal distance indicates the 
relative timing of the separation among the alleles. The broken line indicates the categories used for the allele 
frequencies. The presence or absence of the 14-bp insertion is indicated as “positive” in red and “negative” in 
black on the right side of the panel. The nucleotide lengths of the T stretch (figures longer than 25 are indicated 
in blue) and the cumulative allele frequencies of each category in our data set are shown on the right side of the 
panel.

https://webstr.ucsc.edu/
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fied the alleles as shorter (< 25 bp) or longer (≥ 25 bp) and compared the distribution between the healthy and 
PE mother–offspring pairs.

Interestingly, G*01:01:01:01 had a significantly longer T stretch in the healthy control offspring than in the 
PE offspring (p = 0.0274, Fisher’s exact test) (Fig. 3b, Table 3). In addition, the length of the T stretch inherited 
from mother to offspring was obviously shorter in the PE offspring only for G*01:01:01:01 compared with the 
other HLA-G alleles, which suggests that shorter T stretches in G*01:01:01:01 in the fetus could promote PE in 
the mother (Supplementary Fig. 2), although we did not detect any suspicious variants in G*01:01:01:01 with a 
shorter poly T stretch in our dataset.

Discussion
Using single-molecule real-time sequencing on the PacBio RS II instrument, we obtained full‐length consensus 
sequences of HLA-G loci in 18 PE and 13 healthy mother–offspring pairs. The PacBio long-read sequencing data 
corresponded well to short-read resequencing population data. In addition, two new alleles of HLA-G were iden-
tified in addition to seven well-known HLA-G alleles. Moreover, a long T stretch downstream of HLA-G outside 
of the commonly characterized 3.1 kb region was found. The lengths of the stretches showed divergence (from 17 
to 43 bp). Interestingly, the shorter poly T stretch (< 25 bp) in the HLA-G*01:01:01:01 allele, the most prevalent 
HLA-G allele, in the offspring appears to be associated with the onset of maternal PE in a dominant manner.

Figure 3.   Allelic variations in the nucleotide length of the T stretch downstream of HLA-G. (a) Three-
dimensional bar graph of the poly T stretch length. The x-axis indicates the nucleotide length of the poly T 
stretch, and the y-axis indicates the number of chromosomes observed in this study. Chromosomes shared 
between mother and offspring were counted as one. The z-axis indicates the HLA-G alleles observed in this 
study. The indexes are shown on the right side of the bar graph. (b) Three-dimensional bar graphs of the T 
stretch according to the presence or absence of PE and the generation (mother vs. offspring). The statistically 
significant data for PE offspring (the shortest T stretch associated with G*01:01:01:01) in the rightmost graph 
are indicated with a red arrow.

Table 3.   Comparison of the length of the poly T-stretch in the G*01:01:01:01 allele between healthy and 
preeclampsia mother–offspring pairs.

G*01:01:01:01

Short Long

p-value Odds ratio (95% confidence interval) ≤ 25 bp  > 25 bp

Offspring

PE 10 3
0.0274 11.67 (1.53–89.12)

Healthy 2 7

Mother

PE 8 5
0.6424 2.13 (0.33–13.81)

Healthy 3 4
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The PacBio sequencing results corresponded well to those of previous studies. For example, the minor allele 
frequencies of the HLA-G region were similar to those in the 4.7KJPN and GnomAD EAS populations. This 
finding suggests that the PCR amplicon sequencing approach can be used together with PacBio sequencing, 
whose high accuracy is shown in human whole genome sequencing29. Based on the data shown in Supplemen-
tary Table 1, 8 amplicon sequencing datasets showed 16 errors in consensus sequences of 3.1 kb. Therefore, the 
misincorporation rate would be 1 in 1.55 kb. Therefore, artifacts introduced by PCR seem to be negligible in our 
study although our approach should be interpreted in caution because we could not verify all the sequencing 
data by other means. Thus far, we observed only one possible chimeric consensus sequence in our dataset, which 
indicates that the new alleles are valid alleles, not chimeric. We might miss new alleles among the filtered low-
quality consensus sequences. However, it is unlikely that the number of accumulated reads of the homozygous 
allele is nearly twice that of one allele in heterozygous samples (data not shown). The new alleles found in our 
collection indicate that there are many uncharacterized HLA-G alleles in the human population, and some of 
these alleles might have a strong association with PE onset.

The soluble form of HLA-G could play a role in the induction of immune tolerance mediated by CD8+ T 
cells9. However, we did not find any direct genetic evidence that pertained to the function of soluble HLA-G in 
our collection. A novel allele that contained the stop-gain SNP rs144753960, observed in a PE mother (Table 2), 
was consistent with previous studies that demonstrated that PE etiology is correlated with decreased expres-
sion of HLA-G30. However, our sample size might not be sufficient to achieve a significant result with a strict 
statistical correction.

The length of the poly T stretch located downstream of the HLA-G gene is unlikely to affect the HLA-G pro-
tein structure directly. G*01:01:01:01 is the most common allele of HLA-G in humans, and the biphasic distribu-
tion of the length of the poly T stretch downstream of G*01:01:01:01 is a new finding (Fig. 3a). The evolutionary 
mechanism of this biphasic distribution is unknown. According to Willems et al., short tandem repeats of 2–6 bp 
tend to show a monophasic, symmetric distribution of the repeat length26. Roy-Engel et al. reported that active 
Alu elements have a longer poly A stretch, and several Alu subtypes showed a biphasic distribution of the A 
stretch31. Hence, mononucleotide repeats could have a different length distribution than those of other short 
tandem repeats, although the HLA-G downstream poly T stretch does not appear to be related to Alu repeats.

The molecular mechanisms of the association between the length of poly T stretches downstream of HLA-
G*01:01:01:01 and the onset of PE are unknown. Possibly, the shorter T stretch allele of G*01:01:01:01 could 
be linked to the further upstream or downstream cis-regulatory elements that cause downregulation of soluble 
HLA-G expression. It will be necessary to characterize the longer region of the HLA-G flanking sequences to 
address this issue, and most likely, whole genome DNA would be necessary to obtain continuous sequence data 
from the T stretches to the possible cis-elements.

Several limitations should be considered in this study. First, the results of the present study exhibited only 
weak statistical significance based on the small sample size. We should validate the results of the present study 
in other data sets with larger sample sizes. Second, because a minimum amount of genomic DNA is available, we 
had to perform two rounds of PCR amplification for our analysis, and the possible PCR artifacts could cause false 
positives or negatives. In particular, the simple repeats are difficult to be precisely sequenced by all amplification 
and sequencing technologies and sequencing errors are often reported as deletions.

Nonetheless, our results suggest that the HLA-G*01:01:01:01 allele with a shorter downstream poly T 
stretch plays a role in PE onset. HLA-G is expressed mainly in trophoblasts of the placenta. The finding that the 
G*01:01:01:01:01 allele with a shorter poly T stretch in offspring was more strongly associated with PE does not 
refute our hypothesis that G*01:01:01:01 with a shorter poly T stretch is associated with PE. Considering the 
prevalence of G*01:01:01:01 in the population, the length of the poly T stretch in this allele might be a good pre-
dictor of PE, although it could be difficult to establish a method to evaluate this specific allele. Further research, 
including functional studies of HLA-G polymorphisms and the poly T stretch, would provide new insights into 
the etiology of PE.

Methods
DNA samples.  Subjects were obtained from the Birth and Three-Generation Cohort Study established by 
the Tohoku Medical Megabank Project32. Pregnant mothers were first recruited from obstetrics clinics, and their 
husbands and parents were then recruited; their consent to evaluate their infants at birth was obtained. More 
than 20,000 families participated in this cohort study. Among the participants, PE-affected and healthy mother–
offspring pairs were diagnosed using a clinical database in the Tohoku Medical Megabank Organization. PE 
was diagnosed in accordance with the American Congress of Obstetricians and Gynecologist criteria33. PE was 
determined according to the following conditions using blood pressure and urinary paper tests at each perinatal 
checkup. PE is systolic blood pressure ≥ 140 mmHg or diastolic blood pressure ≥ 90 mmHg after 20 weeks of 
gestational age with proteinuria ≥ 1+. Control pairs were defined as healthy mother–offspring pairs without any 
maternal or fetal/neonatal complications. The number of analyzed samples was determined by calculations based 
on the cost requirement for long-read whole genome sequencing. Consequently, a total of 31 pairs of maternal 
and umbilical cord blood genomic DNA samples, 18 from PE-affected and 13 from healthy pairs, were randomly 
selected from the Birth and Three-Generation cohort project of the Tohoku Medical Megabank Organization32. 
Written informed consent was obtained from every subject. The research protocols of the present study were 
reviewed and approved by the Ethics Committee of ToMMo (2014-0002-2, 2019-4-006, and 2019-4-035). This 
study was conducted in accordance with the Declaration of Helsinki. Genomic DNA was extracted from whole 
peripheral blood (mothers) or umbilical cord blood (offspring) as described in34.
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Long‑read amplicon sequencing of the HLA‑G locus by PCR.  We attempted to sequence the whole 
region of the HLA-G gene, including the promoter region (5.2 kb). In general, HLA genes are rich in poly-
morphisms and homologous to each other. Therefore, it is difficult to obtain PCR primers for HLA genes that 
can be applied to all individuals of a large population. We employed Primer 3 software35 to design candidate 
PCR primer pairs for the HLA-G region after masking the repetitive sequences using RepeatMasker (4.0.7)36. 
To ensure successful PCR for as many samples as possible, we used a Japanese whole-genome reference panel 
(3.5KJPN version 2)20 to exclude the PCR primers whose five bases at the 3′ end overlap any polymorphic sites. 
Finally, we searched for potential off-target annealing sites of the primers using primer BLAST in the nr data-
base (National Center for Biotechnology Information, https​://www.ncbi.nlm.nih.gov/). The primer sequences 
are shown in Supplementary Table 5.

To obtain the template DNA fragment used for amplicon sequencing, two-step PCR was performed under 
the following conditions. Template DNA (20 ng human genomic DNA in the first step, 5 ng amplified DNA 
fragments in the second step) was added to 0.75 U PrimeSTAR GXL DNA polymerase (Takara Bio Inc., Shiga, 
Japan), 2 pmol/µl forward and reverse primers (Supplementary Table 5), and 10 nmol/µl dNTP mixture with 
1× PrimeSTAR GXL Buffer (Mg2+ plus). The thermal cycling protocol, run on the Applied Biosystems ProFlex 
PCR System thermal cycler (Thermo Fisher Scientific, Waltham, MA), was as follows: initial denaturation step 
at 98 °C for 1 min, followed by 20 cycles of amplification at 98 °C for 10 s and at 65 °C for 15 s, and a final 
elongation step at 68 °C for 6 min. The purity and amount of the PCR product were checked by 1% agarose gel 
electrophoresis using 1× TAB with MUPID II (Takara Bio Inc.).

Library construction and PacBio RS II sequencing.  The library construction for PacBio RS II sequenc-
ing was performed following the manufacturer’s instructions (Pacific Biosciences, Menlo Park, CA). We have 
seven amplicon libraries per sample, including samples for other projects (data not shown). Eight samples were 
subjected to long-read sequencing in one SMRT cell (a total of 56 different amplicons/SMRT cell), and each 
amplicon library was adjusted to 0.083 pmol/SMRT cell. To distinguish individuals, we added barcodes during 
the second PCR step. Adjustment of the library DNA concentration was performed using Binding Calculator 
ver. 2.3.1.1. PacBio sequencing reactions were conducted using P6-C4 chemistry following the manufacturer’s 
protocol (Pacific Biosciences).

Variant calling in PacBio amplicon sequencing data for HLA‑G.  The sequencing data for the HLA-G 
locus were analyzed using RS_Long_Amplicon_Analysis in SMRT analysis version 2.3.0 software (Pacific Bio-
sciences). Because seven amplicons from eight samples were analyzed in an SMRT cell, we had to distinguish 
DNA barcodes using the option “Different on each end (paired)”. Consensus reads of the HLA-G amplicons were 
built using a minimum subread length of 5064 and a maximum number of subreads of 4000 after several trials. 
To filter out less reliable consensus reads, we employed filtering by setting the number of reads in a consensus 
to > 84. One consensus sequence that appeared to be a chimera of two known alleles was removed after manual 
inspection.

Verification of long‑read sequencing data.  After comparison with known HLA-G sequences, there 
were 41 discordant bases among all 124 HLA-G consensus sequences obtained by PacBio. To verify the dis-
crepancies, we employed cycle sequencing to detect single nucleotide differences, including deletions, and 10% 
polyacrylamide gel electrophoresis to detect longer nucleotide differences found within the 3′ poly T stretch of 
amplicons of the 01:01:01:01 allele. In both cases, we used the insert libraries from PacBio sequencing as PCR 
templates. The primers are shown in Supplementary Table 5. The PCR conditions for the template DNA and size 
separation on polyacrylamide gel electrophoresis were the same as those used in the second amplification step 
of the PacBio library construction. The Applied Biosystems ProFlex PCR System (Thermo Fisher Scientific) and 
Veriti 96-Well Thermal Cycler (Thermo Fisher Scientific) were used. Capillary sequencing was conducted using 
the Applied Biosystems 3500 XL sequencer (Thermo Fisher Scientific).

Analyses of HLA‑G allele sequences.  A comparison between the known HLA-G alleles and PacBio 
consensus reads was performed using the BLAST command-line tool with the default options22. A dendrogram 
of the HLA-G alleles was drawn using ClustalW with the default options in PhyML (https​://www.genom​e.jp/). 
Other statistical comparisons were performed using Fisher’s exact test. We considered the results to be statisti-
cally significant at p < 0.05.

Received: 9 July 2020; Accepted: 6 November 2020

References
	 1.	 Drost, J. T., Maas, A. H., van Eyck, J. & van der Schouw, Y. T. Preeclampsia as a female-specific risk factor for chronic hypertension. 

Maturitas 67, 321–326. https​://doi.org/10.1016/j.matur​itas.2010.08.002 (2010).
	 2.	 Mito, A. et al. Hypertensive disorders of pregnancy: a strong risk factor for subsequent hypertension 5 years after delivery. Hyper-

tens. Res. 41, 141–146. https​://doi.org/10.1038/hr.2017.100 (2018).
	 3.	 Wagata, M. et al. Hypertensive disorders of pregnancy, obesity, and hypertension in later life by age group: a cross-sectional analysis. 

Hypertens. Res. https​://doi.org/10.1038/s4144​0-020-0463-8 (2020).

https://www.ncbi.nlm.nih.gov/
https://www.genome.jp/
https://doi.org/10.1016/j.maturitas.2010.08.002
https://doi.org/10.1038/hr.2017.100
https://doi.org/10.1038/s41440-020-0463-8


9

Vol.:(0123456789)

Scientific Reports |        (2020) 10:20027  | https://doi.org/10.1038/s41598-020-77081-3

www.nature.com/scientificreports/

	 4.	 Boeldt, D. S. & Bird, I. M. Vascular adaptation in pregnancy and endothelial dysfunction in preeclampsia. J. Endocrinol. 232, 
R27–R44. https​://doi.org/10.1530/JOE-16-0340 (2017).

	 5.	 Sugawara, J. et al. Decrease and senescence of endothelial progenitor cells in patients with preeclampsia. J. Clin. Endocrinol. Metab. 
90, 5329–5332. https​://doi.org/10.1210/jc.2005-0532 (2005).

	 6.	 Harris, L. K., Benagiano, M., D’Elios, M. M., Brosens, I. & Benagiano, G. Placental bed research: II. Functional and immunological 
investigations of the placental bed. Am. J. Obstet. Gynecol. 221, 457–469. https​://doi.org/10.1016/j.ajog.2019.07.010 (2019).

	 7.	 Sugawara, J., Oe, Y. & Wagata, M. Genetic background of Preeclampsia. In Preeclampsia. Comprehensive Gynecology and Obstetrics 
(ed. Sato, S.) 29–43 (Springer, New York, 2018).

	 8.	 Barbitoff, Y. A. et al. A data-driven review of the genetic factors of pregnancy complications. Int. J. Mol. Sci. https​://doi.org/10.3390/
ijms2​10933​84 (2020).

	 9.	 Saito, S., Sakai, M., Sasaki, Y., Nakashima, A. & Shiozaki, A. Inadequate tolerance induction may induce pre-eclampsia. J. Reprod. 
Immunol. 76, 30–39. https​://doi.org/10.1016/j.jri.2007.08.002 (2007).

	10.	 Fournel, S. et al. Cutting edge: soluble HLA-G1 triggers CD95/CD95 ligand-mediated apoptosis in activated CD8+ cells by inter-
acting with CD8. J. Immunol. 164, 6100–6104. https​://doi.org/10.4049/jimmu​nol.164.12.6100 (2000).

	11.	 Fuzzi, B. et al. HLA-G expression in early embryos is a fundamental prerequisite for the obtainment of pregnancy. Eur. J. Immunol. 
32, 311–315. https​://doi.org/10.1002/1521-4141(20020​2)32:2%3c311​::AID-IMMU3​11%3e3.0.CO;2-8 (2002).

	12.	 Farina, A. et al. Gene expression in chorionic villous samples at 11 weeks of gestation in women who develop pre-eclampsia later 
in pregnancy: implications for screening. Prenat. Diagn. 31, 181–185. https​://doi.org/10.1002/pd.2675 (2011).

	13.	 Hylenius, S., Andersen, A. M., Melbye, M. & Hviid, T. V. Association between HLA-G genotype and risk of pre-eclampsia: a case-
control study using family triads. Mol. Hum. Reprod. 10, 237–246. https​://doi.org/10.1093/moleh​r/gah03​5 (2004).

	14.	 Rokhafrooz, S. et al. Association between HLA-G 14bp gene polymorphism and serum sHLA-G protein concentrations in preec-
lamptic patients and normal pregnant women. Immunol. Investig. 47, 558–568. https​://doi.org/10.1080/08820​139.2018.14679​25 
(2018).

	15.	 Mando, C. et al. Maternal and fetal HLA-G 14 bp gene polymorphism in pregnancy-induced hypertension, preeclampsia, intrau-
terine growth restricted and normal pregnancies. J. Matern. Fetal Neonatal Med. 29, 1509–1514. https​://doi.org/10.3109/14767​
058.2015.10523​98 (2016).

	16.	 Pabalan, N., Jarjanazi, H., Sun, C. & Iversen, A. C. Meta-analysis of the human leukocyte antigen-G (HLA-G) 14 bp insertion/
deletion polymorphism as a risk factor for preeclampsia. Tissue Antigens 86, 186–194. https​://doi.org/10.1111/tan.12627​ (2015).

	17.	 Ferreira, L. C., Lopes, T. P. B., Guimaraes, T. B., Gomes, C. E. M. & Jeronimo, S. M. B. The maternal 14 bp Ins/Del polymorphism 
in HLA-G is not associated with preeclampsia risk. Int. J. Immunogenet. 44, 350–355. https​://doi.org/10.1111/iji.12344​ (2017).

	18.	 Larsen, M. H., Hylenius, S., Andersen, A. M. & Hviid, T. V. The 3’-untranslated region of the HLA-G gene in relation to pre-
eclampsia: revisited. Tissue Antigens 75, 253–261. https​://doi.org/10.1111/j.1399-0039.2009.01435​.x (2010).

	19.	 Karczewski, K. J. et al. The mutational constraint spectrum quantified from variation in 141,456 humans. Nature 581, 434–443. 
https​://doi.org/10.1038/s4158​6-020-2308-7 (2020).

	20.	 Tadaka, S. et al. 3.5KJPNv2: an allele frequency panel of 3552 Japanese individuals including the X chromosome. Hum. Genome 
Var. 6, 28. https​://doi.org/10.1038/s4143​9-019-0059-5 (2019).

	21.	 Hosomichi, K., Shiina, T., Tajima, A. & Inoue, I. The impact of next-generation sequencing technologies on HLA research. J. Hum. 
Genet. 60, 665–673. https​://doi.org/10.1038/jhg.2015.102 (2015).

	22.	 Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. J. Mol. Biol. 215, 403–410. https​
://doi.org/10.1016/S0022​-2836(05)80360​-2 (1990).

	23.	 Yamashita, T. et al. HLA-G gene polymorphism in a Japanese population. Immunogenetics 44, 186–191 (1996).
	24.	 Ishitani, A. et al. Re-examination of HLA-G polymorphism in African Americans. Immunogenetics 49, 808–811. https​://doi.

org/10.1007/s0025​10050​555 (1999).
	25.	 Tadaka, S. et al. jMorp: Japanese multi omics reference panel. Nucleic Acids Res. 46, D551–D557. https​://doi.org/10.1093/nar/

gkx97​8 (2018).
	26.	 Willems, T. et al. The landscape of human STR variation. Genome Res. 24, 1894–1904. https​://doi.org/10.1101/gr.17777​4.114 (2014).
	27.	 Gymrek, M., Willems, T., Reich, D. & Erlich, Y. Interpreting short tandem repeat variations in humans using mutational constraint. 

Nat. Genet. 49, 1495–1501. https​://doi.org/10.1038/ng.3952 (2017).
	28.	 The GTEx Consortium. The genotype-tissue expression (GTEx) project. Nat. Genet. 45, 580–585. https​://doi.org/10.1038/ng.2653 

(2013).
	29.	 Wenger, A. M. et al. Accurate circular consensus long-read sequencing improves variant detection and assembly of a human 

genome. Nat. Biotechnol. 37, 1155–1162. https​://doi.org/10.1038/s4158​7-019-0217-9 (2019).
	30.	 Dahl, M., Djurisic, S. & Hviid, T. V. The many faces of human leukocyte antigen-G: relevance to the fate of pregnancy. J. Immunol. 

Res. 2014, 591489. https​://doi.org/10.1155/2014/59148​9 (2014).
	31.	 Roy-Engel, A. M. et al. Active Alu element “A-tails”: size does matter. Genome Res. 12, 1333–1344. https​://doi.org/10.1101/gr.38480​

2 (2002).
	32.	 Kuriyama, S. et al. Cohort profile: Tohoku Medical Megabank Project Birth and three-generation cohort study (TMM BirThree 

cohort study): rationale, progress and perspective. Int. J. Epidemiol. https​://doi.org/10.1093/ije/dyz16​9 (2019).
	33.	 American College of Obstetricians and Gynecologists, Task Force on Hypertension in Pregnancy. Hypertension in pregnancy. 

Report of the American College of Obstetricians and Gynecologists’ Task Force on hypertension in pregnancy. Obstet. Gynecol. 
122, 1122–1131. https​://doi.org/10.1097/01.AOG.00004​37382​.03963​.88 (2013).

	34.	 Minegishi, N. et al. Biobank establishment and sample management in the Tohoku Medical Megabank project. Tohoku J. Exp. Med. 
248, 45–55. https​://doi.org/10.1620/tjem.248.45 (2019).

	35.	 Koressaar, T. & Remm, M. Enhancements and modifications of primer design program Primer3. Bioinformatics 23, 1289–1291. 
https​://doi.org/10.1093/bioin​forma​tics/btm09​1 (2007).

	36.	 RepeatMasker. https​://www.repea​tmask​er.org. Accessed  13 Oct 2020.

Acknowledgements
We thank all past and present members of Tohoku Medical Megabank Organization at Tohoku University 
(present members are listed at https​://www.megab​ank.tohok​u.ac.jp/engli​sh/a1912​01/). The Tohoku Medical 
Megabank is supported by grants from the Reconstruction Agency, the Ministry of Education, Culture, Sports, 
Science and Technology (MEXT) and the Japan Agency for Medical Research and Development (AMED). This 
study was supported by AMED under Grant Numbers JP15km0105001, JP16km0105001, JP17km0105001, 
JP15km0105002, JP16km0105002, JP17km0105002, and JP18gk0110019 (J. Sugawara). This work was also 
supported by JSPS KAKENHI Grant Number JP17K07193 for J. Yasuda and Grant Numbers 17K19880 and 
18H02941 for J. Sugawara.

https://doi.org/10.1530/JOE-16-0340
https://doi.org/10.1210/jc.2005-0532
https://doi.org/10.1016/j.ajog.2019.07.010
https://doi.org/10.3390/ijms21093384
https://doi.org/10.3390/ijms21093384
https://doi.org/10.1016/j.jri.2007.08.002
https://doi.org/10.4049/jimmunol.164.12.6100
https://doi.org/10.1002/1521-4141(200202)32:2%3c311::AID-IMMU311%3e3.0.CO;2-8
https://doi.org/10.1002/pd.2675
https://doi.org/10.1093/molehr/gah035
https://doi.org/10.1080/08820139.2018.1467925
https://doi.org/10.3109/14767058.2015.1052398
https://doi.org/10.3109/14767058.2015.1052398
https://doi.org/10.1111/tan.12627
https://doi.org/10.1111/iji.12344
https://doi.org/10.1111/j.1399-0039.2009.01435.x
https://doi.org/10.1038/s41586-020-2308-7
https://doi.org/10.1038/s41439-019-0059-5
https://doi.org/10.1038/jhg.2015.102
https://doi.org/10.1016/S0022-2836(05)80360-2
https://doi.org/10.1016/S0022-2836(05)80360-2
https://doi.org/10.1007/s002510050555
https://doi.org/10.1007/s002510050555
https://doi.org/10.1093/nar/gkx978
https://doi.org/10.1093/nar/gkx978
https://doi.org/10.1101/gr.177774.114
https://doi.org/10.1038/ng.3952
https://doi.org/10.1038/ng.2653
https://doi.org/10.1038/s41587-019-0217-9
https://doi.org/10.1155/2014/591489
https://doi.org/10.1101/gr.384802
https://doi.org/10.1101/gr.384802
https://doi.org/10.1093/ije/dyz169
https://doi.org/10.1097/01.AOG.0000437382.03963.88
https://doi.org/10.1620/tjem.248.45
https://doi.org/10.1093/bioinformatics/btm091
https://www.repeatmasker.org
https://www.megabank.tohoku.ac.jp/english/a191201/


10

Vol:.(1234567890)

Scientific Reports |        (2020) 10:20027  | https://doi.org/10.1038/s41598-020-77081-3

www.nature.com/scientificreports/

Author contributions
K.K., J.Y. and J.S. planned the study. A.N., K.T. and K.K. performed the experiments. S.S. and F.K. helped con-
duct the experimental procedures. Bioinformatics analysis was performed by A.K. and J.Y. Investigation of the 
medical background was conducted by M.W., K.K., J.Y. and J.S. The manuscript was written by A.N., J.Y., K.K. 
and J.S. M.Y. contributed to the general management of the project.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary information is available for this paper at https​://doi.org/10.1038/s4159​8-020-77081​-3.

Correspondence and requests for materials should be addressed to K.K. or J.S.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

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://creat​iveco​mmons​.org/licen​ses/by/4.0/.

© The Author(s) 2020

https://doi.org/10.1038/s41598-020-77081-3
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Analysis of HLA-G long-read genomic sequences in mother–offspring pairs with preeclampsia
	Results
	Determination of the sequences of the HLA-G region in 31 mother–offspring pairs. 
	Identification of novel alleles of the 3.1 kb HLA-G core region in our cohort. 
	HLA-G alleles and variants in the Japanese population. 
	The lack of an association of the 14-bp indel polymorphism in HLA-G exon 8 with PE. 
	SNPs showing new cosegregation with a certain HLA-G allele. 
	An unexpected pattern of the length of the downstream poly T stretch. 
	Relationship between the length of the T stretch downstream of HLA-G and PE onset. 

	Discussion
	Methods
	DNA samples. 
	Long-read amplicon sequencing of the HLA-G locus by PCR. 
	Library construction and PacBio RS II sequencing. 
	Variant calling in PacBio amplicon sequencing data for HLA-G. 
	Verification of long-read sequencing data. 
	Analyses of HLA-G allele sequences. 

	References
	Acknowledgements


