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—— SlaPPy | Visualize fast5 files
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—— SlaPPy | Visualize fast5 files
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How to get insights into Guppy’s magic?
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—— SlaPPy | Visualize fast5 files

WITH GUPPY

—two states for
each base: flip

and ﬂOp (1196,0): 0, 0, 255, 0,0, 0, 0, 0,
(1197,0): 0, 0, 255, 0, 0, 0, 0, O,
—output = (1198,0): 0, 0, 255, 0, 0,0, 0,0,

‘e traces (1199,0): 254, 0,0, 1,0, 0, 0, O,
Transition (1200,0): 0, 0, 0, 254, 0, 0, 0, O,
between single (1201,0): 0, 0, 0, 254, 0, 0, 0, O,
states

— = Probabilities
for single bases 5' CAUUCAUCCCUCUAUCAUU 3’
at each move + move table
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—— SlaPPy | Visualize fast5 files

REVERSE ENGINEERING

Move ‘1’

+
Length 5" CAUUCAUCCCUCUAUCAUU 3’
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—— SlaPPy | Visualize fast5 files

REVERSE ENGINEERING
Traces Move-table

“ f; (0):1,0,1,0,0,1,1,0,0,0,0,0,0,0,0,0,0,0,0,0,0,0,0,
‘: { (23):1,0,0,0,0,0,0,1,0,1,0,0,0,0,0,0,0,0,0,0,1,1,0,
: | . (46):0,0,0,0,0,1,1,0,0,0,1,0,0,0,0,0,0,0,0,0,0,0,0,

- 1:1 mapping

RAW?
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—— SlaPPy | Visualize fast5 files

REVERSE ENGINEERING

Start traces: first sample template
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—— SlaPPy | Visualize fast5 files

SLAPPY
— SlaPPy = Squiggle and Sequence Plotter in Python
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—— SlaPPy | Visualize fast5 files

SIGNAL SCALE

— Distance between the bases depends on distance in raw

signal
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—— SlaPPy | Visualize fast5 files

BASE SCALE

— Equal distance between called bases
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—— SlaPPy | Visualize fast5 files

PROBABILITY LOGO

— Options: "at call” and “up next”

- Signal scale Base scale Base probability
C G u A A A ] A u C A G
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—— SlaPPy | Visualize fast5 files

SUBSEQUENCE SEARCH

- One letter code or using regex
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—— SlaPPy | Visualize fast5 files

SUBSEQUENCE SEARCH
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SlaPPy | Visualize fast5 files

SHOW SINGLE TRACES AND VALUES
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SlaPPy | Visualize fast5 files 2
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BASE MODIFICATIONS - PREVIEW WNS&%‘?“ e

../DNA fast5

- Preview Signal scale Base scale Base probability Sequence

Search in sequence.. (Regex supported)

& grr Borrl rerrrraagiécrrrigrrc B L BcBr TrECE
BcrcBcEecEiTTEAR Errr@rea & 8 ATETAAAAE AngEATTTIEN
nﬁmxn ula.uca GTABT; Baré ABTEEAETTA el [/
GG AGIGABETAGZGG AAAATAAGAA ATTAATGEAA AAGGTAAGGA ABGEGABTAG
TG.GT‘I‘AH u‘!iw;m TGGA‘H‘TA‘H‘ Ism\lum Tl ger
A BEn EEABMTETE GRTABAGTTA ANGABAATAR
GTAAATTETA ATGAATAAAT @rATTTETGT G [ GAATEEGAAA B
Bank, e 8 . T rCABAAGHNARAR B B e
EanrBcBoTal & & EAT TTTABGATATHA e ErrE@aTEra
BcBr cEen €A TAABATEETA AGIGAAGEETAAG TAAAGAGAAT
BrBrcanaBa B B BB Brar @A axafarcl saliic
\TEATENTTETE: BAcAB AGAAGEBAGG ZAAAATABTA AGGBAAAATA GTAGETEBETA GTTAAATATG
TATTARAZAT Imcclm 'mlunmlr TEAGEAGAAA BATEAGATTENABTTABEAAA TTGEAAGABA GAAATGAAGEN
AGEGAATEAEH ECITE Moll\cm.nlrnm’u cummlm GTTGTATGTA
1 & TEHAL: ' GA ATATTEGTAT
,,,,, | ér @lirTTAGET! EaBroan BrErEEATTT lu-nn AGTTETEEABNTTETTGTTTA
| GATTTGEETA EcE GrraTd TTETE: Gl 1Irlmla
BTGAGTTTGG GTATETTATA TTTAGGAGTT GGG & ! e
TEEGATTTET ErTTTAGAAGIGAGTGAR TET
TAABTTATEENTEATTTGAAG 'GT GTEATTTEET TEABG TAAGEEGABA TGTAGEBATTA
————— 81 BEAAAGGTTA BanBTG BB TT
A . c G T . Y z
©@6mA Y; A

ONT Guppy basecalling softw * ©5mC z c
0% 10% 20% 30% 40% 50% 60% 70% 80% 90% 100%
Search Sequence
) Set Modification
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Thank you for your attention!

github.com/Fabianexe/SlaPPy



