gL, TEY ) LOEBEKREE LU T2 0% FA—Z4 75 —h 50EEIC

A R Methylation Short-read Nanopore HiFi 5-base
Al ECE}Z G. TG)4:@D f)EDIJNAiEED‘T‘i;& 5; —F microarrays  sequencing sequencing sequencing
= L. D EFENLGT / LIGHRZzREMEL ]
£ 12 SNVs ® ©® © ©
EBICHIFIS— 0 TV o V135 ) LOEE Indels ® © ® ©
RIERIcEE59. 5HEBOER, ¢ SVs ® ® ©) ©)
LTCpGH - bD5MCEREHTH LT I oo
g&/Aﬁw&ﬁ%uﬂiv5:tﬁﬂ%v e ® ® RS ©)
° Genome-
BB CICERBZIES R T v I wide ® © © ©
52— TR " R~
. N 5mCin CpG BREHY > ,(’“77!”—0)[ j— | AENBE
) LREOXF LIS T o R ATk B % [ R ©
7RI X F )b E REE f—
SMRTbell® library Sequel® lle system A,C,G,T,ICMA5mMC 2kt B 5-base HiFi > —o T > > 2T
=1
C :
= AlciT{cla[cl|GlGlAa[ciT[c[A[TIC|G|AIc|T|G)
- 5mC encoded with standard BAM tags®
g MM:Z:C+m,4,12,16,4,16,19,44,10
% A T ¢ G ML:B:C,249,4,247,177,210,228,245,244
5

Sequellleldg. O>F ) — A DBREERHIFIYU — RICIR. §RTOCPGH
Time A MEBFBMCAFIMEDT /77— a > BERITZS AT LTY,
\ - > 733 = 'S 1) —ZFH LA -
BB DABDA 12T 1 v SEHRE Y T L&A LIHE NAFILT 74 MUBD L SHEBMDZ 175 —FARIHKEHD FHA

ANLYS o SREBH
Methylation 4“£4¥7& 5-base HiFi sequencing
5mC at CpG e
me E b HHBY ©®
SmC at e e ST ER N R
various £y @ WA EHERE L TER
motifs
4mcC and p SMRT" Link microbial
62A an HEY genome analysis TR H ATAE

b MRIEHG002D s /) LNAHILT 74 b —2 T > X (WGBS) EHiFi °
U~ RIZHI B A F LI~ LA, 456 PGCBI.



5-base >—0 T >IN HTEH5TEHD

TR BEICE oD > T X FILILIEER

120> FILDOH 5 DHIFiS—2
IYVRT—EH5. GERBSRTO
XFIMLETRRE . 7/ L2ED X
FILENNZ—>%BGHT 2T
TFET, BROY VI ES—UT
VRATBIET, AFIDENE
BHEITBHENTETET,

NTORATT7T—oV0

HiFi>—2IT>RICLD. BAB &L

XFIULENI=CpGH 1 FDEIS

HG002 (differentiated) NG
CHM13 (undifferentiated) [ NNEG_G_———

0

20 40 60

HG002 Y NEFIRD £ 5739t Lic b MR TIE. AL DCPGH A A X FILEEINTVE
To IMLEEVOEVNE MBI TH BZCHMI3TIE. 7/ ADAFIUELRILHMEVNC c 2R L

TLW&EY, ©

15kb

PEG3 (paternally expressed gene 3)

URBONTOLA FTADI—RD Hew:
TI—U S REERRICTS C
EARTEET,

CHIE. REEO AT ILCRED S o
FHH6HDWNERFH 5TV
MNMEK>TEBD. A>T )T+

S DINE— R EERICBES AT oo

TH5HDTY,

£~ NUFRBITICEBPEGIDN R —FILA VT 74 >0 HFIY—UITVRICED H>
TNTEDONTOARATDT 1= VI IH AR, EDT VLD EL 5D SEESNT

HERET D EHTE S,
HUVERBICH T ZIEHBENAFILENEZ—> REFMRIT L ILD X DMPK') ¥ — MMEEA/\
FILL A NR—=AF I EFE

JERAV X F LN E—lE. TS
H— T VEREREDHRDEED
BRC#RD. MEHEXEREORRYE B3
FMRLELFEEDCGGHE & L\ 2 7-ER
HUE—-MEROEERERE R > T
WEd, BBE. OYI ) —R. XF
IMEBEE R THIFiy— o> >
g, 25 L7 E— MEREDEMNTICIE
BT,

S5-base =0 TV VI DEMILIE 5!
pacbh.com/epigenetics

FRERE—FORINAFAOS—ET
BREVEDHE TV,

Phone : 03-5240-0843
Email : info_pac@digital-biology.co.jp

o)

HiFi reads

position in FMRT repeat

HiFis— 2 T> 22K D NAOTS3TH > FILDFMRI E— MR Y . HIEEMD I O T4 —DH >
TILDDMPKIEREICEHET 2BIICE VT, NAN=XFID T -S> T etz BB ot

(Children's Mercy Kansas City)

KEY REFERENCES

1. Nurk et al. (2022) The complete sequence of a
human genome Science. 44-53

2. Olson et al. (2021) precisionFDA Truth Challenge
V2: Calling variants from short- and long-reads in
difficult-to-map regions biorxiv

3. Sequence alignment/map optional fields
specification

MEADOHERTEET. BHENS LV ZOFHRI LOFERIITIEL A
Information in this document is subject to change without notice. PacBio assumes no responsibility for any errors or omissions in this document
Certain notices, terms, conditions and/or use restrictions may pertain to your use of PacBio products and/or third party products. Refer to the applicable

PacBio terms and conditions of sale and to the applicable license terms at http://www.pacb.com/legal-and-trademarks/terms-and-conditions-of-sale/.

al

6.

. pb-CpG-tools PacBio GitHub
. Foox et al. (2021) The SEQC2 epigenomics quality

control (EpiQC) study Genome Biology
HG002 data release https://www.ncbi.nlm.nih.gov/
bioproject/?term=PRJNA586863

PacBio, the PacBio logo, SMRT, SMRTbell, and Sequel are trademarks of PacBio. All other trademarks are the sole property of their respective owners.

PacBi@®

© 2022 PacBio. All rights reserved. Research use only. Not for use in diagnostic procedures.
102-193-697 REVO1 15APR2022


https://doi.org/10.1126/science.abj6987
https://www.biorxiv.org/content/10.1101/2020.11.13.380741v4
https://samtools.github.io/hts-specs/SAMtags.pdf
https://github.com/PacificBiosciences/pb-CpG-tools
https://doi.org/10.1186/s13059-021-02529-2
https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA586863



