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STRC
gene
"LLEN ] — K[ —
\HIFI J—F L_J‘: D: — Ty TENG
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Jeremy Schmutz, Faculty Investigator, %fﬂ\l?ﬁi;
HudsonAlpha Institute of OlT rebizey
Biotechnology TENTRE
HG002 GRCh38 chr15:43,599,422-43,619,001 (19 kb)
STRC gene alignments from Genome in a Bottle (GIAB), HGO02_NA24385_son.
Precision | Recall (%)
Illumina ONT HiFil) —F
SNVs 99.8 | 994 99.7 | 99.5 999 | 99.9
HiFi) — RIZgRTD/NY
Indels 99.7 1 99.5 86.6 | 63.6 99.4 | 994 Ty RRESNEREMY
HIRM TR
SVs 947 | 624 957 | 95.8 96.1 | 96.0

SNVs, indels: PrecisionFDA Truth Challenge V2HG003 DeepVariant ® d—JLtw k%, hap.py ZFHL. GIABVA2 RV FI—2
IS L CEMEL7cHD T, SVs:HG002 O—JLtwy k% TruvariZfERA L. GIABV0.6 SURYFI—JICH L TEHMBLcHDTT,
lllumina: DRAGEN 3.5, ONT: Sniffles at 30x, PacBio: pbsv 2.1.0 at 30x
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HiFi) — Rid. K& < THEICHEM A California RedwoodZ BT, 503 WS J L. Bl
7 ) LDFLR TEE LERAde novo 72> T U B EHLF T, J7LYRTL—FRL
IFEXEFE A
California Redwood 7/ L (27 Gb 61%%) Kevin McKernan, Medicinal
TR Genomics
-fold + -
short reads 122-fold HiFi reads 22-fold

Assembly size (Gb) 26.5 477 — NTOZA TLRILOIRRE

Contig N50 (Mb) 011 1.92 — &DEGLETEYT)

Average alignment o o o o AL e

of A. thaliana genes* 80.80% 87.70% £ DREBEIET

, B — HFiY—IYo i, BRE
Assembly time 5-6 months 6 days DRERE LD . B IR

SO X FTRFAEBELFDT A VA FDREMEE. TNTNOEGFHNT A UXY N TEDEREAN-T
NTWVW3h. 2ELCFOFIETIHAL £ L. 55X pach.com/redwoodx ZEL 23 L\,

ONTF—4: Sequencing and assembling mega-genomes of mega-trees.
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Human Number of Mean Clustered Mean predicted DRAEICEETIEDD TEA
fecal sample predicted genes length (bp) genes (99% id) genes / read
HF 1 19,639,322 1,005 1,012,982 79 ]
HF 2 22,064,417 1,001 1141123 8.4
&84 DHiFi) — Rid. 1&KEE
HF 3 18,059,181 1,024 1,154,341 7.6 EOREICOVWTHRLIERE
FeasERT
HF 4 19,844,033 978 1,250,711 9.3
HF 5 18,396,237 970 1,087,015 9 |
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Classifications by transcript length

Alzheimer brain sample
factor (structural_category) ° 162,290 transcripts

Percentages

- = ergeric Min: 80 bp Known Novel Total
Antisense
= Ge:ucgenomlc - Max: 14,288 bp Genes 17,051 619 17,670
Il e
- Mean: 3,347 b
o | B i Isoforms 51,660 110,630 162,290
[ Fsm
I Detect full-length

transcripts up to 14 kb

012345678910111214
Transcript length (in kb)

TILYNAI—DIEDY > FIL%. 1s0-Seq® DFE%EFA L. Sequelll
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stk pachb.com/falzheimerk CEL 2T W

B > — o TV RPRELEGCFOEAEZ —7 v bIC

11kb

HiFiU — Rid, $> 7 —REOHERE3 L NT
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Fully phased
haplotypes

HiFireads
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SEQUENCE WITH CONFIDENCE
Ready to try HiFi sequencing in your research?
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phone: 03-6240-0843 fax: 03-6240-0461

info_pac@digital-biology.co.jp

|:| Explore the applications:
pacb.com/applications
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service provider
pacb.com/CSP
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