ECCEFP:
KRN FEENeccDNAE Y E B LK E 5

-1 O

-

—Fp R T 1% S full passid,

7%'<H£1,2#’ Eﬁ%j—ﬁl’?’#’ g&/f&l#’ &*2\\1#’ g&ﬁi 1#’ 5&?%%1’ %?%4’ 7%%‘;1?5’
FEALPRS , BUES, 1R, XK=, BRSLET, S, i

VP R R OR S IR A 2 S RS HE IS I 5 P
iR IR RER A IR 45 B T REAE B
3R R ALK 22 2 s 2 Bt

S B K5 BB L 8 4 I R = A B 2 bt e e
S 22 LR R AT LR 2 5 R 22 B
TR R ALK A2 R S R S Life XBE 7T AT

R T ERERZEE T RN EE R Gl AR ST T KA B 2 B

BEBE) I NJBUE

DH

ISSN: 2996-9506
©ISSN: 29969514

s ]

Volume1 : Issue 1 » 2024

~

cience

Wang Li, Biyuan Miao, Jun Zhang, Qingsong Zeng, Tangxuan Zhang, Zetong Wu, Yusheng Song, et al. 2026.

ECCEFP: a consecutive full pass based bioinformatic analysis for eccDNA identification from long-read sequencing data.
iMetaOmics 2: €70080. https://doi.org/10.1002/imo2.70080



https://doi.org/10.1002/imo2.70080

EX: RS FREAFENTRONA, I
TR i

EHEERAER BAREENMN B SER
 HIE SRR AR EH

CERREERR TELBHEBRTE TF |
'Mﬁ%ﬁ%ifﬁ 15 FiA |

%'ﬁaéiﬁifi'iﬁfiud‘“ EMEBARE. B
Eﬂﬁ?ﬁ&ﬂ%ﬁﬁ F LM REPAEEREN

4 eccDNA B RCAFT R A SV 11

eccDNA detection eccDNA detection
by NGS by long-read sequencing

Noer et al. trends in cancer 2022

4+  YETeccDNAWE ETFERBT SBEEMNFEAR

EFNGSHYA M HL A

FiRAE WK T E A S AIsplit reads Sdiscordant
readsy# 17 (8] 2 T

ZOiRg: EEENBSEEAXE, EERLEEXRRETE
B s BB RS & NeccDNAREIE E KHkH

EFTCSHyte NI A
BRARMSE: TCSH KL £ R BE B H = fEHreccDNARY
BN THEM

SHEAHEE: ABETTICSHEGI T LEARMREUE. &
FRMEES . ERERESFTERNEHERE




ECCFP: a consecutive full pass based bioinformatic analysis for eccDNA identification from long-read sequencing data
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