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. TheDNA sequence of the two human mucin genes MUC2 and MUC6 have not been completely

. resolved due to the repetitive nature of their central exon coding for Proline, Threonine and Serine rich

. sequences. The exact nucleotide sequence of these exons has remained unknown for a long time due

© to limitations in traditional sequencing techniques. These are still very poorly covered in new whole

: genome sequencing projects with the corresponding protein sequences partly missing. We used a BAC
clone containing both these genes and third generation sequencing technology, SMRT sequencing, to

. obtain the full-length contiguous MUC2 and MUC6 tandem repeat sequences. The new sequences span

. the entire repeat regions with good coverage revealing their length, variation in repeat sequences and

. theirinternal organization. The sequences obtained were used to compare with available sequences

. from whole genome sequencing projects indicating variation in number of repeats and their internal

. organization between individuals. The lack of these sequences has limited the association of genetic
alterations with disease. The full sequences of these mucins will now allow such studies, which could
be of importance for inflammatory bowel diseases for MUC2 and gastric ulcer diseases for MUC6 where
deficient mucus protection is assumed to play an important role.

The epithelial surfaces throughout the gastrointestinal tract are covered by mucus. Mucus has an important role
in maintaining the homeostasis between the gut microbiota and the host as well as to act as a protective barrier
. against pathogens, dehydration and physiological or chemical injury. The main components of the mucus are
© the mucins. These are heavily glycosylated proteins with domains that are rich in Proline, Threonine and Serine,
* called PTS domains or sequences'. These are often, but not always, composed of tandem repeats (TR) that can
. vary in number and was thus previously called VNTR for variable number of TR?. The sequences of the PTS
. domains are highly variable also between closely related species. The reason for this could be that the actual
amino acid sequence is less important as long as it contains a sufficient number of anchor sites for O-glycans
interrupted by prolines. With the glycans attached these form mucin domains that are extended rods, similar to
a bottlebrush.
: The MUC2 and MUCE6 genes are located together with the MUC5AC and MUC5B near the recombination-rich
. telemetric end of a 400 kb gene cluster on the human chromosome 11p15.5%%. These four all have central PTS
. domains and are gel-forming mucins that protect the epithelial cells of the human mucosal surfaces. The MUC2
. protein is expressed in the small and large intestine’, MUCS is mainly expressed in the glands of the stomach®,
. and MUCS5B and MUC5AC in the respiratory tract’. MUC5AC is also the main surface mucin in the stomach.
The MUC5AC and MUC5B mucin genes have been fully sequenced and annotated in databases®®. Variations
in gene length between individuals has been noted for MUC5AC, MUC2, MUCS but less so for MUC5B*%10:11,
The MUC5AC and MUCS5B PTS domains are frequently interrupted by small cysteine rich regions, called CysD,
of which only two are found in the MUC2 PTS domains and none in the known MUC6 sequence. Changes in the
organization and number of TR have been reported for respiratory diseases, specific allele-length polymorphisms
in the PTS domain of MUC5AC was associated with severity of cystic fibrosis lung disease and asthma®!2. A spe-
cific SNP in the promotor of the MUC5B gene has recently been identified to be closely linked to lung fibrosis'’.
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The MUC6 gene has only one TR region consisting of a 169 amino acid (aa) long repeat units*, with the esti-
mated number of repeats varying between individuals from 15 to 26'°. The reference sequence (GRCh38) for
MUCE6 contains an imperfect TR region in the 3009 bp long sequence of exon 31. This sequence contains five TR
units but this is not in agreement with the size range reported previously indicating an error in the assembly’.

The large central exon 30 of the human MUC2 gene has two PTS domains where the larger one (PTS-TR2) is
highly repetitive and has been extremely difficult to sequence'**. The PTS-TR2 encodes 23 aa long repeat units
and the number of repeats have been estimated to range from 50-115 with a mean size of approximately 100
TR'". The PTS region of the previous human genome reference sequence (GRCh37) was based on the original
sequence published 1991 where a short part was sequenced and the deduced repeat unit was used to extend the
sequence to the estimated size!!. The new reference sequence (GRCh38) contains a PTS with more degenerated
repeat sequence of 105 repeat units which would represent one of the longer alleles. The current Uniprot sequence
(Q02817) still contains the sequence composed of 100 copies of the originally identified 69 nucleotide repeat
sequence. The degenerated repeat sequence shows the importance of sequencing more variants to get a better
reference library and to deduce the protein sequence.

The allele variation in the mucin genes has been indicated to have an ethnic link", but no definite association
between specific alleles from different mucin genes has been observed!’. The number of TR in the MUC2 and
MUC6 mucins was estimated from bands on Southern blots. Thus specific sequence details of the variability
in these polymorphic alleles were not elucidated. The reason for this is technical as conventional sequencing
methods have not been able to read-through these long TR. New sequencing strategies, such as Single Molecule
Real-Time (SMRT) sequencing'® can generate the required long sequencing reads, enabling sequencing across the
entire PTS repeat. Concentrated high quality DNA is still required, however through the use of Bacterial Artificial
Chromosome (BAC) clones containing the full PTS sequence this is achievable. To have a number of different TR
sequences will be important as references for human whole genome sequencing (WGS) projects where this region
has and will likely continue to have low coverage!®'°. As the MUC2 mucin is important in intestinal protection
and the MUC6 mucin protects the gastric glands genetic variation could play a role in related diseases such as
inflammatory diseases and gastric ulcers.

Here we report sequencing of a BAC clone spanning the MUC6 and MUC2 genomic region by SMRT sequenc-
ing technology. The repeat region of MUCE reveal a longer sequence compared to the reference sequence of 24
TR units matching the estimated length from Southern blot experiments and MUC2 reveals a different variant
compared to the reference sequence with 98 TR matching the most common allelic lengths identified. We also
compared the MUC2 and MUC6 TR units from all available MUC2 and MUC6 TR sequences from WGS projects
using our sequence as template and found both sequence variation and length polymorphism.

Results

Spontaneous recombination occurs within MUC2 PTS-TR2 region in bacteria. The MUC2 exon
30 is known to contain the PTS-TR domains of the central part of MUC2!". The integrity of this region was ana-
lyzed by Southern blot using a probe specific against the MUC2 PTS-TR2 repeat region. When the original BAC
bacterial stock (from scraping) was grown, more bands than expected were observed by Southern blot, using both
Apal and Sacl/HindIl1I digested DNA (Fig. 1a,c). These bands were smaller than expected and suggested recombi-
nation with loss of repeats. When single colonies from this stock were cultured and Apal digested, single or dou-
ble bands were observed on the Southern blot (Fig. 1b). The BAC showed at least six different MUC2 PTS-TR2
lengths with sizes ranging from approximately 8 kb down to 2.5kb (some of these variants are shown in Fig. 1b).
The number of smaller bands increased over time when the BAC was propagated in bacteria and attempts to
optimize the culturing conditions did not alter the recombination frequency. Sanger sequencing analysis of the
smallest of these variants (Fig. 1b, Lane 2) revealed loss of TR within the PTS-TR2 where only 8 TR remained
(Fig. S1). The recombination had occurred between repeat 1 and repeat 91 (Fig. S1). The first PTS domain and
the two CysD domains also localized within exon 30 were not affected by the recombination. It can be concluded
that the PTS-TR2 region of MUC2 exon 30 is unstable and recombines spontaneously when propagated in the
DHI10B bacterial strain.

PacBio SMRT Sequencing of BAC clone. The BAC clone RP13-870H17 containing full length MUC2
PTS-TR2 as shown by Southern blot (Fig. 1) was sequenced by Pac Bio SMRT sequencing. Statistical summary
can be found in Table S1. The results revealed a consensus sequence of 149,943 bp (including vector, Fig. S2) with
99.85% consensus concordance and mean depth of 1,168x. This sequence lacked MUC2 exon 27 through to part
of exon 30 (NG-6867 dotted red line, Fig. 2a). Mapping of raw reads against the missing sequence showed consid-
erable coverage by reads, but only 14 reads covered the complete length of PTS-TR2 and only 3 reads were found
to cover the complete exon 30.

Hinfl restriction endonuclease digestion is known to cut just outside PTS-TR2 of MUC2'! and has been used
to analyze allelic length variation. To complete the sequence, the 7 kb Hinfl PTS-TR2 fragment was excised from
the cleaved BAC DNA and submitted for SMRT sequencing. The sequencing result (Fig. S3) gave a consensus
sequence of 7,034 bp (NG-7351) with 99.90% consensus concordance and mean depth of 483 x, covering the
entire MUC2 PTS-TR2. This size agrees with the expected size of the PTS-TR2 as observed by Southern blotting
(Fig. 1). Comparing the results of the two SMRT assemblies showed that the last 56 repeats of NG-7351 where
identical to the last repeats in NG-6867. To complete the full-length BAC DNA sequence the remaining gap
was analyzed by Sanger sequencing and was assembled into a 147,780 sequence (156,584 bp including vector
of 8,804 bp) (Fig. S4). The BAC clone also contained the MUCS6 gene and this was well covered by the SMRT
sequencing.
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Figure 1. Southern blot analysis of MUC2 PTS-TR2 integrity shows variable number of tandem repeats.
Southern blot using SMUC41 probe on small-scale purified RP13-870H17 BAC DNA (5-10 pg/lane). Expected
bands are indicated by * and sizes are given in kilo bases (kb) (a) Sacl/HindllI-digested, Lane 1, and Apal-
digested, Lane 2, original RP13-870H17 BAC clone showed more bands than expected. (b) Apal digest of
different clones, Lanes 1-5, of the BAC showed PTS-TR2 variants from 98TR, Lane 1, down to 8TR, Lane

2. (¢) Schematic picture of the DNA detected in the Southern blot with the multiple binding sites for the

probe indicated and the sites for the used restriction enzymes. The original autoradiograms are shown in the
Supplement as Figure X1.

The MUC2 and MUC6 genes in BAC assembly. The MUC2 gene contained 49 exons including the large
central exon 30 (8,793 bp), revealing 98 TR composed of the 69 nucleotide long repeat units, with some degener-
ation of +/— 3 bp in two of the first four TR units (Fig. S5).

The previously annotated DNA sequence for BAC clone RP13-870H17 (GenBank: AC139749.4) is in addition
to the unresolved region corresponding to exon 30 of MUC2 also lacking most of the MUC6 exon 31. Using the
obtained sequences, we were able to resolve the large exon 31 containing a 12,294 bp sequence including 24 TR
units, the majority of which corresponds to the previously known 507 bp repeats units (Fig. S6)¢. The MUC6 gene
contained 33 exons and was considerably larger than previously understood and has a length similar to the other
gel-forming mucins. Our sequencing assembly results thus confirms the organization of the two genes* showing
that both the MUC2 and MUC6 PTS-TR regions were different in length and sequence from previous and current
reference sequences (Figs 2, S5 and S6).
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Figure 2. Schematic presentation of the assembled sequence for RP13-870H17 produced from PacBio SMRT
and Sanger sequencing. (a) The RP13-870H17 assembly from SMRT sequencing results of whole BAC clone
(NG-6867) and Hinfl MUC2 PTS-TR2 fragment sequence (NG-7351) assembled with Sanger sequencing. (b)
Schematic picture of MUC6 and MUC?2 gene organization showing the gene orientation and exon and intron
distribution. (c,d) Resulting protein domain organization for MUC6 and MUC2. VWD = von Willebrand like
domain type D, VWC = von Willebrand like domain type C, CK = C-terminal cystine knot.

The amino acid composition of the PTS domains of the MUC2 and MUC6 mucins. The precise
amino acid sequence of one MUC2 variant was only recently deduced and the variability of the PTS of MUC2 was
previously undefined. The full amino acid sequence of MUC6 had not been previously elucidated. The mRNA
sequence for MUC2 (Fig. S7) and MUCE (Fig. S8) were translated into 5,130 aa for MUC2 and 5,534 aa for MUC6
(Figs 3 and 4).

Our results show that the translated MUC2 PTS-TR2 domain (2,254 aa) is composed of 98 units of 23 aa
repeats (+/— 1 aa) with at least 78% sequence homology to the consensus repeat (Fig. 3). The aa composition
within every tandem repeat unit varied and the previous theoretical assumption of identical repeats has been
proven wrong. Out of the total 98 repeats, 32 were unique (Figs 3 and S9). The most abundant amino acids were
Thr (55.5%) and Pro (21.7%) (Table S2). It should be noted that the PTS-TR2 contain both Arg and Lys that are
potential cleavage sites for digestive enzymes and that two N-glycosylation consensus sequences were present.
Alignment of MUC2 with UniProtKB Q02817.2 shows that the two N-terminal sequences vary by single amino
acid polymorphism (Fig. 3).

For MUCS6 no differences in amino acid sequence flanking the PTS region were observed when aligned to the
UniProtKB Q6W4X9 sequence. Translation gave a 3,763 aa long repetitive PTS-TR sequence composed of 24
TR composed of 21 non-identical units, primarily of 169 aa®, two shorter identical repeats of 83 aa, two identical
141 aa repeats and one shorter final repeat unit (Fig. 4). This is 3,095 aa longer than the UniProtKB Q6W4X9
sequence for MUCS6 that consists of only 668 aa in its PTS-TR domain. The sequence homology between repeats
was at least 82% to the consensus repeat (Fig. S10) with the most abundant aa being Thr (30.1%), Ser (17.8% and
Pro (13.7%) (Table S2).

MUC2 and MUC6 tandem repeat sequence diversity and length polymorphism.  Until now, only
polymorphic length variation of the mucin genes has been studied'®**?! and polymorphic sequence details have
been lacking. Recently, PacBio SMRT sequencing of a hydatidiform (haploid) mole BAC library has been anno-
tated in the NCBI sequence database'®. A BAC clone, CH17-246P12 (GenBank: AC256300.1), derived from the
CHORI17 PacBio BAC library, was shown to contain a part of the mucin cluster on Chr 11p15. This sequence is
also used as the RefSeq for MUC2 (GRCh38), but not for MUCS. The clone contained the full MUC6 and MUC2
genomic sequences and their PTS-TR units were extracted from this BAC clone. MUC2 was shown to contain 105
TR (Fig. S11) and MUC6 20 TR. The 98 TR of RP13-870H17 were aligned to the 105 TR of CH17-246P12 with
respect to shared unique repeats (Fig. S11). The two sequences shared 61 MUC?2 repeats and 14 MUCG repeats.
Comparison of our 98 PTS-TR2 repeats from RP13-870H17 with the 105 MUC2 PTS-TR2 repeats of the CH17-
246P12 showed nucleotide polymorphisms leading to aa differences. The overall aa composition was very similar,
but two histidine residues were present only in the CH17-246P12 repeats (Table S2). The overall aa composition
of MUCS6 was very similar between the two clones (Table S2).

Human WGS projects using the PacBio SMRT sequencing platform have increased during the past years. To
further address individual differences of this polymorphic region, the MUC2 and MUC6 PTS-TR regions were
compared to sequences from four additional WGS projects, KOREFY7, HX 1'%, NA19240, and NA12878". These
were selected as they contain PTS sequences, which were assembled for the analysis, but contained features rec-
ognized as errors from the methods used indicating low coverage of this region. The general repeat patterns were
compared showing variation in the numbers of repeats and their actual sequences in both the MUC2 and MUC6
genes (Fig. 5). Overall, the alignment of both MUC2 and MUC6 tandem repeat units indicate that loss or dupli-
cations of tandem repeats are the main reasons for the observed differences.
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No. Domain Amino acid sequence k]
1-23 ss MGLPLARLAA VCLALSLAGG SEL
24-37 QTEGRTR NHGHNV YN, R-H
38- VWD1 CSTW GNFHYKTFDG DVFRFPGLCD YNFASDCRGS YKEFAVHLKR GPGQAEAPAG VESILLTIKD DTIYLTRHLA
186 VLNGAVVSTP HYSPGLLIEK SDAYTKVYSR AGLTLMWNRE DALMLELDTK FRNHTCGLCG DYNGLQSYSE FLSDGV
187- LFSP LEFGNMQKIN QPDVVCEDPE EEVAPASCSE HRAECERLLT AEAFADCQDL VPLEPYLRAC QQDRCRCEGG
DTCVCSTVAE FSRQCSHAGG RPGNWRTATL CPKTCPGNLV YLESGSPCMD TCSHLEVSSL CEEHRMDGCF CPEGTVYDDI
390 GDSGCVPVSQ CHCRLHGHLY TPGQEITNDC EQCVCNAGRW VCKDLPCPGT
391- | vwD2 CALEGGSHIT TFDGKTYTFH GDCYYVLAKG DHNDSYALLG ELAPCGSTDK QTCLKTVVLL ADKKKNVVVE KSDGSVLILNE | AoV, Q-E
545 LQVNLPHVTA SFSVFRPSSY HIMVSMAIGV RLQVQLAPVM QLFVTLDQAS QGQVQGLCGN FNGLEGDDFK TASGL
546- VEATG AGFANTWKAQ SSCHDKLDWL DDPCSLNIES ANYAEHWCSL LKKTETPFGR TS
CHSAVDPAEY YKRCKYDTCN CQNNEDCLCA ALSSYARACT AKGVMLWGWR EHVCNKDVGS CPNSQVFLYN LTTCQQTCRS
LSEADSHCLE GFAPVDGCGC PDHTFLDEKG RCVPLAKCSC YHRGLYLEAG DVVVRQEERC VCRDGRLHCR QIRLIGQSCT
APKIHMDCSN LTALATSKPR ALSCQTLAAG YYHTECVSGC VCPDGLMDDG RGGCVVEKEC PCVHNNDLYS SGAKIKVDCN
859 TCTCKRGRWY CTQAVCHGT
860- | vwD3 C SIYGSGHYIT FDGKYYDFDG HCSYVAVQDY CGQNSSLGSF SIITENVPCG TTGVTCSKAI KIFMGRTELK
1009 LEDKHRVVIQ RDEGHHVAYT TREVGQYLVV ESSTGIIVIW DKRTTVFIKL APSYKGTVCG LCGNFDHRSN NDFTTRDHM
1010- V VSSELDFGNS WKEAPTCPDV STNPEPCSLN PHRRSWAEKQ CSILKSSVFS ICHSKVDPKP FYEACVHDSC
SCDTGGDCEC FCSAVASYAQ ECTKEGACVF WRTPDLCPIF CDYYNPPHEC EWHYEPCGNR SFETCRTING IHSNISVSYL
1300 EGCYPRCPKD RPIYEEDLKK CVTADKCGCY VEDTHYPPGA SVPTEETCKS CVCTNSSQVV CRPEEGKILN QTQDGAFCYW
EICGPNGTVE KHFNICSITT RPSTLTTFTT ITLPTTPTTF TTTTTTTTET SSTVLSTTPK ST
1301- | CysD1 LCCLWSDWIN EDHPSSGSDD GDRETFDGVC GAPEDIECRS VKDPHLSLEQ LGQKVQCDVS VGFICKNEDQ FGNGPFGLCY | PT,HoL
1395 DYKIRVNCCW PMDKC
1396- | PTS1 ITTPSPPTTTPSPPPTSTTTLPPTTTPSPPTTTTTTPPPTTTPSPPITTTTTPPPTTTPSPPISTTTTPPPTTTPSPPTTTPSPPTT | T-S, LoP
TPSPPTTTTTTPPPTTTPSPPTTTPITPPASTTTLPPTTTPSPPTTTTTTPPPTTTPSPPTTTPITPPTSTTTLPPTTTPSPPPTTT | MoT
TTPPPTTTPSPPTTTTPSPPTITTTTPPPTTTPSPPTTTTTTPPPTTTPSPTTTPITPPTSTTTLPPTTTPSPPPTTTTTPPPTTTP
SPPTTTTPSPPITTTTTPPPTTTPSSPITTTPSPPTTTMTTPSPTTTPSSPITTTTTPSSTTTPSPPPTTMTTPSPTTTPSPPTTTT | MoT
1780 TTLPPTTTSSPLTTTPLPPSITPPTFSPFSTTTPTTP
1781- | CysD2 CVPLCNWTG WLDSGKPNFH KPGGDTELIG DVCGPGWAAN ISCRATMYPD VPIGQLGQTV VCDVSVGLIC KNEDQKPGGYV
1877 IPMAFCLNYE INVQCCEC
1878- | PTS-TR2 VTQPTTMTTTTTEN
TR 1-4 | PTPTPITTTTTVIPTPTPTSTQS TTPTPITTTNTVTPTPTPTGTQT PTPTPITTTTTMVIPTPTITSTQTPTPTPITTTT*VTPTPTPTSTOR
TR  5-8 | TTPTSITTTTTVIPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT LTPTPITTTTTVTPTPTPTGTQT
TR 9-12 | PTSTPITTTTTVIPTPTPTGTQT PTLTPITTTTTVTIPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTRS TTPTSITTTTMVTPTPPPTGTQT
TR 13-16 | PTTTPITTTTTVIPTPTPTGTQT PTPTPITTTTTVTPTPTPTGTQT PTSTPITTHTTVIPTPTPTGTPS TTLTPITTTTTVTPTPTPTGTQT
TR 17-20 | PTSTPISTITMVIPTPTPTGTQT PTPTPISTTTTVTPTPTPTGTQT PTPTPITTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPTPTGTQT
TR 21-24 | PTTTPITTHTTVIPTPTPTGTQT PTTVLITTTTTMIPTPTPTSTRS TTVTPITTTTTVIPTPTPTGTQS TTLTPITTTTTVTPTPTRPTGIQT
TR 25-28 | PTTTRPISTTTTVIPTPTPTGTQT PTSTPITTTTTVIPTPTPTGTQT PTSTPISTTTTVTPTATPTGTQT PTLTPITTTTTVTPTPTPTGTKS
TR 29-32 | TTPTSITTTTTVIPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQT PTPTPITTTTTVTPTPTPTSTQT PTSTPITTTTTVTPTPTPTGTQT
TR 33-36 | PTTTRPITTTTTVIPTPTPTGTQA PTPTAITTTTTGTPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQS PTPTAITTTTTVTPTPTPTGTQT
TR 37-40 | PTTTPITTTTTVIPTPTPTGTQS TTLTPITTTTTVTPTPTPTGTQT PTSTPITTTITVIPTPTPTGTQT PTPTPISTTTTVTPTPTPTGTQT
TR 41-44 | PTSTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT
TR 45-48 | PTSTPITTTTTVIPTPTPTGTQT PTPTPITTTTTVTPTPTPTGTQT PTSTPITTTTTVTIPTPTPTGTQT PTPTPITTTTTVTPTPTPTGTQT
TR 49-52 | PTPTPITTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQS TTLTPITTTTTVTPTPTPTGTQT
TR 53-56 | PTSTPITTITTVIPTPTPTGTQT PTPTPISTTTTVTPTPTPTGTQT PTMTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT
TR 57-60 | PTSTPITTTTTVIPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQS TTLTPITTTTTVTPTPTPTGTQT PTPTPISTTTTVTPTPTPTGTQT
TR 61-64 | PTMTPITTTTTVIPTPTPTGTQT PTTTPISTTTTVIPTPTPTGTQT PRSTPITTTTRVIPTPTPTGTQT PTPTPITTTTTVTPTPTPTGTQA
TR 65-68 | PTPAAITTTSTVIPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQS TTLTPITTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPTPTGTQT
TR 69-72 | PTPTPISTTSTVIPTPTPTGTQT PTMTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTON PTSTPITTTTTVTPTPTPTGTQT
TR 73-76 | PTMTRPITTTTTVTPTPTPTGTQA PTPTAITTTTTVTPTPTPTGTQT PTTTPITTTTTVTPTPIPTGTQS TTLTPITTTTTVTPTPTPTGTQT
TR 77-80 | PTPIPISTTTTVIPTPTPTGTQT PTMTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPIPTGTQT
TR 81-84 | PTTTPITTTTTVIPTPTPTGTQA PTPTAITTTTTVTPTPTPTGTQT PTTTPITTTTTVTPTPIPTGTQS TTLTPITTTTTVTPTPTPTSTQT
TR 85-88 | PTPTPISTTTTVIPTPTPTGTQT PTMTPITTTTTVTPTPTPTGTQT PTTTPISTTTTVTPTPTPTGTQT PTSTPITTTTTVTPTPTSTGTQT
TR 89-92 | PTTTPITTTTTVIPTPTPTGTQA PTPTAITTTSTVTPTPTPTGTQT PTTTPITTTTTVTPTPTPTGTQS PTPTAITTTTTVTPTPTPTGTQT
TR 93-96 | PTSTPITTTTTVIPTPTPTGTQT PTPTPISTTTTVIPTPTPTGTQT PTTTPITTTTTVIPTPTPTGTQT PTTVLITTTTTMTPTPTPTSTKS
4146 TR 97-98 | TTVIPITTTTTVTATPTPTGTQT PTMIPISTTTTVTPTETPTTGST
4147- GPPTHTSTAP IAELTTSNPP PESSTPQTSR STSSPLTEST TLLSTLPPAI EMTSTAPPST PTAPTTTSGG HTLSPPPSTT
TSPPGTPTRG TTTGSSSAPT PSTVQTTTTS AWTPTPTPLS TPSIIRTTGL RPYPSSVLIC CVLNDTYYAP GEEVYNGTYG
DTCYFVNCSL SCTLEFYNWS CPSTPSPTPT PSKSTPTPSK PSSTPSKPTP GTKPPECPDF DPPRQENETW WLCDCFMATC
4431 KYNNTVEIVK VECEPPPMPT CSNGLQPVRY EDPDGCCWHW ECDCY
4432- | vwD4 CTGWGDPHYV TFDGLYYSYQ GNCTYVLVEE ISPSVDNFGV YIDNYHCDPN DKVSCPRTLI VRHETQEVLI KTVHMMPMQV
4590 QVQVNRQAVA LPYKKYGLEV YQSGINYVVD IPELGVLVSY NGLSFSVRLP YHRFGNNTKG QCGTCTNTTS DDCILPSGE
4591- I VSNCEAAADQ WLVNDPSKPH CPHSSSTTKR PAVTVPGGGK TTPHKDCTPS PLCQLIKDSL FAQCHALVPP
QHYYDACVFD SCFMPGSSLE CASLQAYAAL CAQQNICLDW RNHTHGACLV ECPSHREYQA CGPAEEPTCK SSSSQONNTV
LVEGCFCPEG TMNYAPGFDV CVKTCGCVGP DNVPREFGEH FEFDCKNCVC LEGGSGIICQ PKRCSQKPVT HCVEDGTYLA
TEVNPADTCC NITVCKCNTS LCKEKPSVCP LGFEVKSKMV PGRCCPFYWC ESKGVCVHGN AEYQPGSPVY $SKCQDCVCT
DKVDNNTLLN VIACTHVPCN TSCSPGFELM EAPGECCKKC EQTHCIIKRP DNQHVILKPG DFKSDPKNNC TFFSCVKIHN
5018 QLISSVSNIT CPNFDASICI PGSITFMPNG CCKTCTP
5019- | cK RNE TRVPCSTVPV TTEVSYAGCT KTVLMNHCSG SCGTFVMYSA KAQALDHSCS CCKEEKTSQR EVVLSCPNGG
5127 SLTHTYTHIE SCQCQDTVCG LPTGTSRRAR RSPRHL
5128- GSG
5130

* PTS2 TR number 4 has only 22 amino acids
** Amino acid substitutions compared to MUC2 Protein sequence accession no Q02817.2

Reference consensus repeat PTTTPITTTTTVTPTPTPTGTQT

Figure 3. Amino acid sequence of MUC2. Translation of the MUC2 mRNA from the RP13-870H17 assembly.
Amino acid differences compared to the reference sequence are shown in yellow. Specific rare aa as K and R is
marked as well as potential N-glycosylation sites.

Discussion

Long and highly repetitive GC-rich regions have been difficult to sequence by commonly used DNA sequenc-
ing methods. However, Single Molecule Real-Time (SMRT) sequencing methods has changed this. One group
of proteins, the mucins, typically has long central coding sequences that are difficult to sequence due to their
repetitive nature and high GC content. The first example using SMRT sequencing to elucidate PTS sequences of
mucins was for MUC5AC?. The PTS sequences of MUC5AC, regularly interrupted by CysD domains making
the PTS sequences shorter than for MUC2 and MUC6 genes, was successfully sequenced. In this study a BAC
clone containing both the MUC2 and MUC6 gene was successfully sequenced using Pac Bio SMRT sequencing.
The highly repetitive MUC2PTS-TR2 sequence was very unstable when the BAC was propagated in bacteria
with an impaired recombination system, illustrating another serious problem for the analysis of the sequence
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No. Domain Amino acid sequence Aa/TR
unit

122 | ss MVQRWLLLSC CGALLSAGLA NT

23-44 SYTSPGLQ RLKDSPQTAP DKGQ

45- VWD1 CSTWGA GHFSTFDHHV YDFSGTCNYI FAATCKDAFP TFSVQLRRGP DGSISRIIVE LGASVVTVSE AIISVKDIGY

193 ISLPYTSNGL QITPFGQSVR LVAKQLELEL EVVWGPDSHL MVLVERKYMG QMCGLCGNFD GKVTNEFVSE EGK

194 FLEPHKF AALQKLDDPG EICTFQDIPS THVRQAQHAR ICTQLLTLVA PECSVSKEPF VLSCQADVAA APQPGPONSS
CATLSEYSRQ CSMVGQPVRR WRSPGLCSVG QCPANQVYQE CGSACVKTCS NPQHSCSSSC TFGCFCPEGT VLNDLSNNHT

396 CVPVTQCPCV LHGAMYAPGE VTIAACQTCR CTLGRWVCTE RPCPGH

397- VWD2 CSLE GGSFVITFDA RPYRFHGTCT YILLQSPQLP EDGALMAVYD KSGVSHSETS
LVAVVYLSRQ DKIVISQDEV VTNNGEAKWL PYKTRNITVF RQTSTHLQMA TSFGLELVVQ LRPIFQAYVT VGPQFRGQTR

550 GLCGNFNGDT TDDFTTSMGI

551- AEGTASLFVD SWRAGNCPAA LERETDPCSM SQLNKVCAET HCSMLLRTGT VFERCHATVN PAPFYKRCVY QACNYEETFP
HICAALGDYV HACSLRGVLL WGWRSSVDNC TIPCTGNTTF SYNSQACERT CLSLSDRATE CHHSAVPVDG CNCPDGTYLN

867 QKGECVRKAQ CPCILEGYKF ILAEQSTVIN GITCHCINGR LSCPQRPQMF LASCQAPKTF KSCSQSSENK FGAACAPTCQ
MLATGVACVP TKCEPGCVCA EGLYENADGQ CVPPEECPCE FSGVSYPGGA ELHTDCRTCS CSRGRWACQQ GTHCPST

867- VWD3 CTL YGEGHVITFD GQRFVFDGNC EYILATDVCG VNDSQPTFKI LTENVICGNS GVTCSRAIKI FLGGLSVVLA

1019 DRNYTVTGEE PHVQLGVTPG ALSLVVDISI PGRYNLTLIW NREMTILIRI ARASQDPLCG LCGNFNGNMK DDFETRSRY

1020- V ASSELELVNS WKESPLCGDV SFVTDPCSLN AFRRSWAERK CSVINSQTFA TCHSKVYHLP

YYEACVRDAC GCDSGGDCEC LCDAVAAYAQ ACLDKGVCVD WRTPAFCPIY CGFYNTHTQD GHGEYQYTQE
ANCTWHYQPC LCPSQPQSVP GSNIEGCYNC SQDEYFDHEE GVCVPCMPPT TPQPPTTPQL PTTGSRPTQV
WPMTGTSTTI GLLSSTGPSP SSNHTPASPT QTPLLPATLT SSKPTASSGE PPRPTTAVTP QATSGLPPTA

1401 TLRSTATKPT VTQATTRATA STASPATTST AQSTTRTTMT LPTPATSGTS PTLPKSTNQE LPGTTATQTT
GPRPTPASTT GPTTPQPGQP TRPTATETTQ TRTTTEYTTP Q
1402- | PTS-TR TPHTTHSPPTAG
TR 1 | SPVPSTGPVTATSFHATTTYPTPSHPETTLPTHVPPFSTSLVTPSTHTVITPTHAQMATSASNHSAPTGTIPPPTTLKA-~TGSTH 169
TAPPITPTTSGTSQAHS SFSTNKTPTS LHSHTS S THEPEVTPTSTTTITPNPTS TRTRTPVAHTNSATS SRPPPPETTHSPPTGS
TR 2 | SPFSSTGPMTATSFKTTTTYPTPSLPQTTLLTHVPPFSTSLVTPITHTVITPTHPQMS TSAYIHSTPTGTIAPPTTVRA-~TRSTY 169
TAPLMTATTSRISQAHSSISTAKTSTS LHSHAS STHHPEVTPTSTTNVIPKSTSRGTS TPVTHTTSATS SRPPTRITTHS SPTRS
TR 3 | SPLSSTGRMTATSLKTTTTYPTPSQAHITLPIHVPPFSTSSVTPSTHTVITPTHPQMS TSASNHSTSTGTIPPLTTLMA- ~TGSTH 169
TAPLITVITSRTSQVHSSFSTAKTSTSLLSHAS STHHPEI TTNSTTTITPNPTS TGTGTRPVAHTTSATS SRPPPPETTHSPPTES
TR 4 | SPLSPTGPMTPTSFKTTTTYPTTSHPQTTLPTHVPPFSSSSVTPSTHTVITPTHAQMS TSASIHSTPTGTIPRLTTLTA-~TGSTH 169
TASPMTGTTIRTTQAHS SFSIAKTSTS I LSHAS STHHPETTPTSTTNITPKSTSAGTS TPVAHTTLATS SRPPTPETTHSPPTGS
TR 5 | SPISSTGPMTATSIKTTTTYPTPSHPQTTLTTHVPPFSTS SVTPSTHTVITPTHAQMS TSASIHSTPTGTVPRLTTRMP-~TGSTH 169
TGPPMTGTIIQTSKAHNSFSTAKTSTS LHSHAS STHHPETTPTSTTNITPKSTSAGTS TPVAHTTLATS SRLPTTETTHFPPTGS
TR 6 | SHVSSTGPMTATSSQTTTTHPTPSHPQTTLPTHIPPFSTSLVTPSTHTVITPTHAQVSTSASIHSTPTGTIPPPTTVRATGTGSTH 171
TAPRMTVITSGTSQAHS SFSTAKTSTS LHSHAS STLHPEVTPTSTTTITPNPTNTGIRTPVANTTSATS SRLTTPETTHSPPTGS
TR 7 | SPISSTGPMTATSFQTTTTYPTPSHPQTTLPTHVPPFSTSLVTPSTHTVITPTHAQMATSASIHSTPTGTIPRLTTLMN-~TGSTH 169
TAPPVTPTTSGTSQAASSFSTAKTS TS LHSHTS S THHPEVTPTATTKITTNETS IGS STPMAHTTSATS SRLTTPETTHSPS TGS
TR 8 | SPVSSTGPMTATSFQTTTTYPTPSLSQTTLRTYVPPFSTSLVTPSTHTVITPPRTQMATSASIHSTPTGTIPPPTTLRKA- ~TGSTH 169
TAPTRTLTTSGTSQALSS LNTAKTSTS LHSHTS S THHPEATS TSTTNITPNPTS TGTGTPVAHTTSATS SRLTTPETTHSPPTGS
TR 9 | TPISSTGPVTATSFHATTTYPTPSHPQTTHPTHVTSFSTSLVTPSTHTVITPTHAQMATSASIHSTPTGTISPPTTLRA-~TGSIH 169
TAPPMTPTTSGTSQSPSSFSMAKTSTS LPYHTS STHHPEVTPTSTTNI TPKHTS TGTRTPVAHTTSATS SKLPTPETTHSPPTGS
TR 10 | SPISSTGPVTATSFQTTTTYPTPSHSHTTLPTHVPPSSTS LVTPNTHTVITHTHAQMS TSASIHSTPTGTIPPPTTLKA- TG STH 169
TAPPMTPTTSGTRQAPSSFSTAKTS TS LHSHTS S THHPAVTPTSTTNI TPNHTS TGTRTPVAHTTSATS SRLPTPETTHSPPTGS
TR 11 | SPISSTAPVTATSFQTTTTYPTTSQSQTTLPTHIPPFSTSLVTPSTHTVITPTHOOMATSASIHSTPTGTIPRLTTLKA- ~TGSTH 168
TAPPMTPTTSGTSQALSSFSTAKTSTS LHSHTS  THEPEVTPTSTT - ITPKPTS TETGTPVADTTSATS SRLPTPETTHS LPTGS
TR 12 | SPFSSTGPMTATSFQTTTTYPTPSHPHTTLPTHIPPFSTS LVTPSTHTVITTTHAQMS TSASIHSTPTGTIPPPTTLKA- ~TGSTH 168
TAPPMTPTTSGTSQAPSSFSTAKTSTS LHSHTS SAHHPEVTPTSTT - ITPNPTS TETVIPVAHTTSATS SRLTTPETTHSPPTGS
TR 13 | SPISSTGPVTATSFHATTTYPTPSHPQTTLPTHVPSFSTSLVTPSTHTVITPTHAQMTTSASIHSMPTGTIPPPTTLKA- ~TGSTH 169
TAPPMMPTTSGTSQASSSENTAKTSTS LHSHTS STHHPEVTPTSITNITLNPTS IGTWIPVAHTTSATS SRLTTPETTHSPPTGT
TR 14 | TPISSTGPVTATSFHATTTYPTPSHPQTTLPTHVPSFSTSLVTPSTHI VITPTHAQMATSASIHSMQTGTIPPPTTIKA-—TGSTH 169
TAPPMTPTTSGTSQS LSSFSTAKTS TS LPYHTS S THHPEVTPTSTTNI TPKHTS TGTRTPVAHTTSATS SRLPTPETTHS PPTGS
TR 15 | SPISSTGPMTAPSFQTTTTYPTPSHPQTTLPTHIPPFSTSLVTPSTHKVITPTHAQMS TSASIHSTPTGTIPRLTTLKV--TGSTH 169
TAPPITVITSGTSPSASSFSTGKTSTS LHSHTS STHYPEVTPTSTTTITPNHTS TGTRTPVAHT TSATS SRLPIPETTHSPPTGS
TR 16 | SPISSTGRMTATSFQTTTTYPTPSHPQTTLPTHLPPFSTS LVTPSTHTVIITTHTQMATSASIHSTPTGTVPPPTTLKA- ~TGSTH 168
TAPTMTPTTSGTSQALSSENTAKTSTS LHSQTS STHLPEVTPTSTA- I TPNPTS TGTGTPVAHTTSATS SRLTTPETTHS SPTGS
TR 17 | SPFSSTGPMTATSFQTTTTYPTPSHPQTTLPTHVPPFSTS LVTPSTHTVITPTHAQMATSASIHSMPTGTIPPPTTLKA- ~TGSTH 141
TAPTMTPTTSGTSQALSS LNTAKTSTS LHSHTS STHHAEATS TSTTNITPNPTSTGT
TR 18 PPMTVITSGTSQSRSSFSTAKTSTS LHSHTS STHEPEVTS TSTTSITPNHTSTGTRTPVAHTTSATS SRLPTPETTHSPRPTGT 83
TR 19 | TPISSTGPVTATSFQTTTTDPTPSHPHTTLPTHVPSFSTSLVTPSTHI VITPTHAQMATSASIHSMPTGTIPPPTTIKA- ~TGSTH 169
TAPPMTATTSGTSQSPSSFSTAKTSTS LHSHIS S THHPEVTPTSTTTI TPNHTS TGTRTPVAHTTSATS SRLPIPETTHSPPTGS
TR 20 | SPISSTGPMTATSFQTTTTYPTPSHPQTTLPTHLPPFSTSLVTPSTHTVIITTHTQMATSASIHSTPTGTVPPPTTLKA- ~TGSTH 168
TAPTMTPTTSGTSQALSSFNTAKTS TS LHSQTS STHLPEVTPTSTT - ITPNPTS PGTGTPVAHTTSATS SRLTTPETTHS SPTGS
TR 21 | SPFSSTGEMTATSFQTTTTYPTPSHPQTTLPTHVPPFSTSLVTPSTHTVITPTHAQMATSASIHSMPTGTIPPPTTLKA- ~TGSTH 141
TAPTMTLTTSGTSQALSS LNTAKTSTS LHSHTS STHHAEATS TSTTNITPNPTSTGT
TR 22 PPMTVITSGTSQSRSSFSTAKTSTS LHSHTS STHEPEVTSTSTTSITPNHTSTGTRTPVAHTTSATS SRLPTPETTHSPPTGT 83
TR 23 | TPISSTGPVTATSFQTTTTYPTPSHPHTTLPTHVPSFSTSLVTPSTHTVIIPTHTQMATSASIHSMPTGTIPPPTTIKA--TGSTH 169
TAPPMTPTTSGTSQSPSSFSTAKTSTS LPYHTS S THEPEVTPTSTTNI TPKHTS TGTRTPVAHTTSASS SRLPTPETTHSPPTGS
5176 TR 24 | SPFSSTGPMTATSFQTTTTYPTPSHPQTTLPTHVPPFSTSLVTPSTHTVIITTHTQMATSASIHSTPTGTVPPPTTLRKA- ~TGSTH 106
TAPPMTVITSGTSQTHSSESTA
5177- TASSSFISSS SWLPONSSSR PPSSPITTQL PHLSSATTPYV STTNQLSSSF SPSPSAPSTV SSYVPSSHSS
POTSSPSVGT SSSFVSAPVH STTLSSGSHS SLSTHPTTAS VSASPLFPSS PAASTTIRAT LPHTISSPET
5443 LSALLPISTV TVSPTPSSHL ASSTIAFPST PRTTASTHTA PAFSSQSTTS RSTSLTTRVP TSGFVSLTSG
VTGIPTSPVT NLTTRHPGPT LSPTTRFLTS SLTAHGSTPA SAPVSSLGTP TPTSPGV
5444- CK CS VREQQEEITF KGCMANVTVT RCEGACISAA SFNIITQQVD ARCSCCRPLH
5532 SYEQQLELPC PDPSTPGRRL VLTLQVFSHC VCSSVAC
5534 GD

Reference consensus sequence:
SPISSTGPMTATSFQTTTTYPTPSHPQTTLPTHVPPFSTSLVTPSTHTVITPTHAQMATSAS IHSTPTGTIPPPTTLRKA--TGSTH
TAPPMTPTTSGTSQAHSSFSTAKTSTSLH/LSHTS STHHPEVTPTSTTNITPNPTSTGTRTPVAHTTSATSSRLPTPFTTHSPPTGS

Figure 4. Amino acid sequence of MUC6. Translation of the MUC6 mRNA from the RP13-870H17 sequence
assembly.

of these molecules. Recloning and growth of the bacteria had to be continuously monitored to verify PTS-TR2
sequence integrity by Southern blot analysis. Our first attempt to fully sequence the complete BAC clone was
unsuccessful as only few reads covered MUC2 exon 30. This exon is rich in GC and it could be speculated that
the missing sequence was lost due to technical problems such as secondary structure of the DNA. By isolating the
MUC2 PTS-TR2 region after cleavage of the BAC, we were able to obtain the full nucleotide sequence. Long-read
sequencing from Human WGS projects also show low coverage for the MUC2 PTS region, especially for
PTS-TR2, suggesting that analysis of these sequences still remains highly challenging despite new technologies.
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Figure 5. Schematic alignment of amino acid TR units derived from MUC2 and MUC6 genomic sequences.
Aligned DNA sequences from MUC2 PTS-TR2 (a) and MUC6 PTS-TR (b) from different sequencing projects.
Each box represents 1 TR unit (as outlined in Figs 3 and 4). Highlighted boxes indicate unique repeats. TR units
homologous to RP13-870H17 are marked in grey and to CH17-246P12 are marked in orange. White boxes
indicate non-identical TR units. Yellow boxes show identical repeats. *Indicate incomplete sequence (inserted/
deleted bases). The KOREF MUC?2 sequence was incomplete and misassembled and was therefore not used.

HX1

One of the sequences from the newly sequenced genomes discussed is from a haploid genome (CH17).
Sequencing both alleles at once pose special problems as the coverage of the PTS regions is low and the high
error rate of the method require high number of reads to obtain a reliable consensus. The degree of recombi-
nation during propagation of this BAC is not described and could also contribute to lack of sequences. The low
sequence coverage of the TR regions in combination with large allelic variation will make the assembly of diploid
sequencing challenging. It is thus important that future work include haploid resolution when studying these
regions, allowing correct sequences of TR regions to determine contributing effects to disease. Most likely, higher
sequence coverage requires the isolation and specific sequencing of these regions as outlined in this study.

We found that our BAC clone contained 98 PTS-TR2 units in the MUC2 gene, something that corresponds
with the most common length estimated by Southern blot analyses and to the first sequence prediction containing
100 copies of the general repeat sequence!"'*. The MUC6 gene in our BAC encodes 24 TR units which gives a
longer sequence than what was provided by previous sequencing as well as in the reference assembly (GRCh38),
but the length fits with what was estimated as a common allele by Southern blot'’. This longer sequence also
makes MUCS similar in length to the other gel-forming mucins. All this argues that the assemblies provided here
are of full length PTS regions and likely represents normal variants.

Our sequence also reveals that the repeats are not well conserved. The aa sequence of MUC2 PTS-TR2 con-
tained several aa variations between repeat units and when compared to the extracted MUC2 PTS-TR2 from
CH17-246P12 a similar variability could be observed. The repeats seemed to be fairly conserved especially at the
ends of the TR region indicating more genetic instability in the central part of the repeat regions. Histidines were
only found in the 105 TR from the CH17 BAC clone as well as in HX1 and NA19240, but not in the 98 TR from
the RP13 BAC clone. This could be normal variation as seen in many of the other differences but methodological
errors such as the systematic errors often seen with SMRT sequencing could result in variation and thus very
good coverage of the sequences is crucial. In contrast to MUC2, the MUC6 TR showed high identity between the
compared sequences, and there was less diversity in sequence compared to MUC2. The main variability in the
MUCE gene is in the length of these tandem repeat regions. This could indicate that the degree of variation differs
between the different mucin genes.

With a better sequencing strategy, we were able to generate full and reliable sequences of genomic region con-
taining the MUC2 and MUC6 gene which has proven to be extremely difficult to resolve in the past. The revealed
sequence variation within the PTS regions and their known length variation indicate the need for several good
sequences in a reference library to map data with less good coverage produced in other studies including WGS
projects. The possibility to decipher these sequences in larger populations will likely be important for genetic
associations with mucus related diseases such as ulcerative colitis?*. Improved SMRT sequencing methods ena-
bling region specific sequencing and multiplexing could also help in generating information from larger cohorts,
but this would likely need optimization and is something for future studies.
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Materials

BAC clone and bacterial strains. A human BAC clone, RP13-870H17 (GenBank: AC139749.4), known to
carry a segment of chromosome 11p15.5 including MUC2 and MUC6 genomic sequences, was purchased from
BACPAC Resources. It was cultured in the E. coli DH10B strain in LB medium at 37 °C less than 15h.

Southern blot analysis.  Southern blot analysis was performed using SMUC41 probe for MUC2'*. Purified
BAC DNA was digested with Apal restriction enzyme (Thermo Fisher Scientific) or double digested with restric-
tion endonucleases Sacl/HindIIl (Thermo Fisher Scientific) over night at 37 °C according to supplier instructions.
Digested DNA was separated on a 1% 0,5x TBE agarose for 20h at 2V/cm (50 V). The gel was soaked in denaturat-
ing buffer [1,5 M NaCl/0,5M NaOH] 2 x 30 minutes and then in neutralizing solution [3 M NaCl/0,5 M Tris-HCl
pH 8.0] for 60 minutes. DNA was transferred by capillary transfer to a Zeta-Probe GT membrane (Bio-Rad) in
10x SSC [1.5M NaCl/150 mM trisodium citrate] for 24 h at room temperature. The membrane was air dried and
baked at 80°C for 2h. The membrane was pre wet in 2x SSC buffer and pre-hybridized in Church buffer [0.5M
KPO, pH 7.4/1% BSA/1 mM EDTA/7% SDS]. The probe, 25 ng, was labelled with **P adCTP (Perkin Elmer)
using RediPrimell (GE Healthcare) according to manufacturer’s protocol. The probe was added and hybrid-
ized overnight at 65 °C. The membrane was washed with wash buffer 1 [40 mM KPO, pH7.4/1 mM EDTA/5%
SDS/0.5% BSA] 2 x 15min. at 65 °C and wash buffer 2 [40 mM KPO, pH 7.4/1 mM EDTA/1% SDS] 4 x 10 min. at
65°C and was then exposed to a BioMax MS film (Kodak) 2-20h. The relative sizes of the fragments were deter-
mined by comparing measured distances between fragment and wells with GelRed (Biotinum) post-staining of a
GeneRuler 1kb Plus DNA ladder (Thermo Fisher Scientific) included on the gel.

BAC DNA purification methods. For sequence analysis, large-scale purifications of total BAC DNA was
purified from bacterial cultures using the Large Construct Kit (Qiagen) according to manufacturer’s appendix
A protocol. Isolation of BAC DNA from small-scale cultures, for Southern blot analysis, was performed using
5-10ml overnight cultures that were centrifuged 2000 x g for 5 minutes. The pellet was dissolved in 250 ul cold
Buffer 1 [50 mM Tris-HCl/10 mM EDTA/10 ug/ml RNase A] and transferred to a 1,5ml tube. After adding 250 ul
of Buffer 2 [200 mM NaOH/1% SDS] the tube was inverted 6-8 times and 300 pl of Buffer 3 [3.0 M Potassium
acetate pH 5.5] was added. Centrifugation was performed for 5 minutes at 16,000 x g at 4 °C, the supernatant with
DNA was precipitated by adding 800 pl of 95% ethanol. Tube was gently mixed and centrifuged at 12.000 x g at
room temperature for 5 min. The DNA pellet was washed in 500 pL of 70% ethanol, air dried and dissolved in 25 pl
5mM Tris-HCI pH 8. The DNA was quality controlled and quantified by NanoDrop (Thermo Fisher Scientific)
and on 0.7% TAE or TBE agarose gels as well as on Sothern blot.

Purification of Hinfl digested MUC2 PTS-TR2 fragment. Hinfl is known to cut on either side of the
MUC2 PTS-TR2 domain'!. Total BAC DNA was digested with Hinfl (New England Biolabs) overnight at 37°C
according to supplier instructions. The 7 kb band of digested BAC DNA was gel purified from a 0.7% TAE agarose
gel, without UV exposure or DNA stain, using the Nucleo Spin Gel Purification kit (Macherey-Nagel) accord-
ing to supplier recommendations for low concentration DNA. Lanes with a DNA ladder, GeneRuler 1kb Plus
(Thermo scientific), and a reference of Hinfl digested BAC DNA was cut from the gel and post stained with
GelRed™ nucleic acid stain (Biotium). The distance from well was measured and gel pieces were accordingly cut
at 7kb 4/— 5mm on the non-stained gel. The DNA was eluted with buffer NE [5mM Tris-HCI, pH 8.5] at 70°C.
DNA precipitation was performed using 0.1 volumes 3 M Sodium Acetate and 2.5 volumes of 95% ethanol for 3h
on ice. The DNA pellet was washed in 70% ethanol, air dried and dissolved in EB buffer (10 mM Tris, pH 8.5). The
DNA concentrations and purity were measured using NanoDrop and on a 0.7% TAE agarose gel.

SMRT sequencing and Bioinformatics. BAC DNA (NG-6867) (10 ug) was fragmented with G-tube
(Covaris) and a SMRT bell DNA template library with 8-12kb insert size was prepared according to standard
protocol (Pacific Biosciences) followed by size selection using AMPure PB magnetic beads. SMRT sequencing
was performed on the PacBio RS IT according to standard protocol using MagBead loading with P4-C2 chemistry
and a 120 min movie.

SMRT bell DNA template library of the Hinfl MUC2 PTS-TR2 fragment (NG-7351) (3.2 ug) was performed
without further fragmentation, through direct adaptor ligation using a standard protocol for 10kb template
preparation and sequencing with low-input DNA (Pacific Biosciences). SMRT sequencing was performed as
described above.

Long-read de novo assembly was performed using algorithms and software’s with parameters recommended
in the Hierarchal Genome-Assembly Process (HGAP)?* using the PacBio HGAP software preset assembly
protocol HGAP 2.0 (NG6867) (SMRT-Portal 2.1.0, SMRT-Analysis version 2.1.0) and HGAP 3.0 (NG-7351)
(SMART-Analysis version 2.2.0. Library construction’s, SMRT Sequencing and assembly were performed at
Eurofins genomics, Germany. Library quality was analyzed by Qubit (Thermo Fisher Scientific), and average
fragment size was estimated using a Fragment Analyzer (Advanced Analytical).

PCR amplification and Sanger sequencing. The DNA sequence containing the MUC2 PTS-TR1 region
was amplified from the BAC clone (1,237 bp), with PTS-TR1 Forward (F) and reverse (R) primers (Table S3),
using Pfu Turbo (Agilent technologies) according to supplier’s instructions, with additional dimethyl sulfoxide
(DMSO) to a final concentration of 10% (vol/vol). PCR conditions consisted of an initial denaturation step of
94°C for 2 min., followed by 30 cycles of a three —step amplification cycle of 94°C denaturation for 305, 62°C
annealing for 30s and 72 °C extension for 90s. The PCR product was analyzed on a 1% TBE agarose gel, vis-
ualized by GelRed (Biotinum) and the 1.2kb band was purified from the gel using NucleoSpin ExtractII kit
(Macherey-Nagel). Purified DNA was sequenced by the Sanger method (Eurofins genomics) using the PTS TR1
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R primer. BAC DNA was sequenced using primers MUC2 exon 30 F and R, MUC2 exon 28 F and R and MUC2
intron 28 (Table S3). The 8 TR of the BAC containing MUC2 PTS-TR2-8TR was sequenced using primer CysD2 E

Sequence consensus assembly of RP13-870H17. A contig was made by aligning all MUC2 Sanger
sequences from exon 27 to the beginning of exon 30. The full DNA sequence for RP13-870H17 was assembled
by aligning SMRT consensus sequences from NG-6768 and NG-7351 and sequences from Sanger contig using
Vector NTI 9 AlignX (Life Technologies).

Whole genome sequences and TR sequence alignment. MUC2 and MUC6 genomic sequences were
downloaded from three different WGS projects (3-5) from NCBI. NA12878 was downloaded from BioProject
PRJNA253696 (44x coverage) and PRJNA323611 (NBMU01000704.1; 75x coverage). Missing/additional bases
were corrected by aligning the two. KOREF was downloaded from BioProject PRINA294231 (154.7x coverage).
Only the sequence for MUC6 was useful since the sequence for MUC2 was incomplete. NA19240 was down-
loaded from BioProject PRJNA288807 (73x coverage). The assembly of HX1, BioProject PRINA301527 (103x
coverage), representing a Chinese genome was shown not to contain any of the two mucin genes. Therefore these
sequences were assembled by downloading the raw data (Unpublished results, T. Lang).

MUC2 TR sequence alignments were made manually and by using AlignX (Life Technologies) by aligning
shared unique repeats (referred to as unique repeats only present one time). MUC6 TR units were aligned based
on individual TR unit clustering using AlignX. All sequences can be found in the Mucin database www.medkem.
gu.se/mucinbiology/databases.

Data Availability

The final version of the sequence for RP13-870H17 consensus has been submitted to the NCBI GenBank under
accession number MH593786. The nucleotide, nRNA and protein sequences are available at the Mucin Database
at www.medkem.gu.se/databases.
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