@ Digital Biology TOMY DIGITAL BIOLOGY CO., LTD.

BRENTE

Geneious Prime 9—71)2&@1‘5

1eneioys
#27E YIPLURRYEITE SNPIRE (ZD2) - prime

giEl:E 26 B UDJ7PL AR vE DS E SNP #E (FZD 1)KYUNGS U—RZEU T 7L XES
[CYvE VT U.SNP Z&RET D0 D—E8T—o70—ICDWTITBNALTLWET, 2 BEE
B35EE. YVED I TR SN T4 U DREIZDWTTY,

SEEF1—rIPZIVBAT—IRABRINTUVEITD T, ERICEBEL AL THIZVWAIX. ZE5H
54 90—RUZIP J7MIVEBERE I ICENDEFE Geneious Prime ICRSYF &ROYIUT
’f)l'ﬁ_l‘bz—<7:‘_“l\_h\o

NYEDITHERSNEI T4 RFAXINF2—MITZIVLT—5DIG5EIE yghd paired
Illumina reads (trimmed) assembled to yghJ CDS (divergent reference))%%')
wOULTCHEE U—RAYIPLURABFICED LD ICVYE I TEINTVWBIHEEZRLET,

I—OIT VA1 DHMAICH S Advanced settings ¥ J (HEY—2) C. Vertically
compress contig [CFITVI TR ET—RAE—FICRRINET,

General 7 (X~¥—7)T. Colors %= Paired Distance [C3RETD_ET RPIVRI—R%E
Yy TIBRRICIEEVL A VT —hIAXICEDVWT RPZIVRI—RRFAEEY DEEEE TV
BTN TV E DN ZEETHERITDCENTEXRT  F1—rIPIT—DIT1 I Tl
FEAED)—RHIFEBICRODTHY., REFFEBYDIA T —MIAXTIVE I TEINTVWDZ E
BRHOMIERT,

Feo—0OIVZRE1—TNDLEIZHD Insert sizes Y T 50w o5& EEDA I —rFAXD
DR EERITDCENTIEXT . F1—rIPIVT—IDA T4 T TIE FEAEDRTH 450-
500 bp DA —rTYYTTIN. FEREINS 500 bp OFAXITEVCERDNYET,

Contig View 7 JICRY & I 71T D EBRIC Consensus MERRINTUVET, [FUHITERK
[CX—=LTPIRENTVWBZHEHEER T D EMTEREAN, V—OIVREI—TDHEICHD
HARNKIVDLEICRREINTVND =LV MO—=IEFE>TA—L1UF B ET, 1B E RS =/
RIBDENTTET,

RN TVBRERINETYED TSN —ROSIERS NI Y RESITHY ., T 7L
VADEITIEBYFE A COTV IS REFIDI-IVICERT SREE Y—IIVAEI1—7
DEMAICH S Display ¥ T(EZIV—0) THRELEX T . @F.NGS J—RICFIAUT 4 XI7N


https://www.digital-biology.co.jp/html/japanese/mail/TDBNews2023_12/BMA.pdf
https://assets.geneious.com/tutorials/Map_to_reference.tutorial.zip
https://assets.geneious.com/tutorials/Map_to_reference.tutorial.zip

DUWTWBDT,. AV REHNZI—ILTSD72HD Threshold EUT. FI7#IVETI&
Highest Quality ERETNTUVE T, CORE ClE. TDAIEICH D BRIEEDENRR I AT

A 2AA7EZEBUTCEZERTCIA T REZEHUE T, Threshold DREICREATIEEMIEIY 17
JVECSBRETL,

Threshold = 100% - Identical [CZZE 3 &, BEIIDHISESEENRRIINE T, CORE
TIE BIZIE 1000 U—RDS5E 1 J—RICEHFERDIEENEENTVZELTE EBENEEL
TVBI—RICIFEBGEENMEAINET . 272U NGS U—RDOYYEV T DFEICIE CNIZERR
DERERIEDTIIRL V=9IV VT IS—DERTHDENZ LS BEITFERLRL
TLIEETW EUI—RICOA) T4 RAOPHRVIBRIC REOZRDAZEI I AEIISRE
BREUVTERRUEVGRICIE 90-99% M Threshold NREBEYITY,

F7/z Consensus O FICIE. TORY)—2203vbDESICEL Coverage T INRRRINE
FT(BURRINTULWRVWGEIX. V= RE2—T7DOHRRAICH DT Z579T%=2)v-o L. Show
graphs & Coverage [CFTVIULTHERICLTLEE ), Coverage 737, FIEEIAARD
=R vE T EINENERTEDT,. VVED T DEETHE T 2DIZEF T,

[ N ] Geneious Prime
— .,
< Gdh @ B = = ¢ @
Back Forward Add  Export BLAST  Workflows AMignfissemble Tree Primers Cloning Help
Contig View  Annotations Lengths Graph Irsert Sizes Text View Lineage Info
i Extract & RC. OF Translate AddjE tation & Allow Editing (> Annatate & Prediet = @ (€
50 000 5 0 5 2000 2,250 500 2,750 3,000 1350 3500 3,750 4,000 4350 Z5E]
e s S—
143
WETAR a L
— — —
3, 196,97 1,192,399 all
O 1, ygh| COS {dvergent ref yghl CDS )
S S — S — — i — — — - a2
(S S S S S S S S S S S S — — — —— e ]
— — O — — — v I —— —
— ———— - — ———— -
- — e i = — — 1
= — R
—] —
Q,
— —
= %
—
=
=
—r—r—r—r—r
— 11
=
= e =—Trrrrrrrrr
—] I o I e o
——r—1r—r i
= —— o e e e e e e e e e
= == o e e e e e o
= == =TT
—— = e e
= == —r—r—r—r
——
——
= ==
——
= ==
—r—
= =
= = —r—r—r—r—
— = e e ——
— 1
—
=ttt e ) e
[—— o ) e P o ) e P —]
— e ) e —
— I —
— — —
— — —
— — —
— — —
— — —
— — —
-— —
— —
— ] —
— —
— —
——] —
— -
— - — e
— =
T T T T T rrrrrrrrrerrrr e
— - o
——r e e
Alt q natation, ar sel q Aly ft ¢l



https://manual.geneious.com/en/latest/9-Alignments.html#consensus-sequences
https://manual.geneious.com/en/latest/9-Alignments.html#consensus-sequences

Geneious Prime Tl&. ALY I OEWEEYEVWEEEZRE<FETDHIC 2 DDV %
CHEULTWET:

1. Graphs 97 C.HEDHANLYI L E/REDEIEZ/NATAIETDIENTELRITHIZIE
Highlight above [CFTw2U.50 [CERET D&, Coverage S5 TDTFICEHEW/ N —DFRRS
N ANLYIN 50 ZBADMEEEH/IN—FDLIICRVUET,

2. Annotate and Predict » Find Low/High Coverage T. h/\LwJ DE L \EEPELY
BIICT /T—avEMIFBIENTIET,

SNP ##HE I 3RICCNSDIERERA TS DELD. DA TVavEFERLTHNLY I DIEVVE
BICT7/T—23av &[T THET, Find regions with coverage below ZFTwoU.
Standard deviations from the mean [& 2 Z5%EUF T . Merge regions U3 VId@
HFIvoUL.High Coverage #7723 vIgFIvoE=H LT OK 20Uy ILET . CNT. UT7
L ZEFIIC Coverage 7./ T7—I3a v bV IRKRRINARHNLYIBIRIC Y/ T—3 oSk
TENET,Save 0oL, TTDEAICEEZERAT 270, Yes &BIRUET . D7/ T
IVIPRZEIERTDFECT,

% Find High/Low Coverage et

Only Find In

Annotations in reference sequence of type

Low Coverage
Find regions with coverage below
ﬂ Standard deviations from mean: 2|
Mumber of sequences:
Merge regions if coverage between them is within 2 | & | of low coverage

Merge low coverage regions less than 5 | { | bases apart

High Coverage

Find regions with coverage above

2 of high coverage

bases apart




Contig View Anngtations Lengths Graph Irsert Slzes Teat Wiew Lineage Info

“ Extract & RC. & Translate Add/Edit Annatation & Mliow Editing %> Annotate & Predict [E Save
| 13
| P ———  — —_—
1 x i & 12 o a0
Consensus ] ' P omEeinoae
132]
R B! O ———— — e
Oe 1. yghl CDS (divergent ref.., & - _— ——— - — S— — - - - - s — — —
vl L85

- Lu-«-wau-w;w-wum»----|m EEETET  Coverage annotation track  E8 |

ARENEADT4THh5 SNP ZHRETBFEZCHBNITDTECT,

Geneious BEHME-J—rSATPIVIOIZAMNIDWTIZZES
FGeneious Prime CHEMFEY—UI VR BEDREFXIESTFI VY |

TDB News 1.2024
FE—FI9IVIN1A0OY —#AStt
Phone 03-6240-0843 Fax 03-6240-0461



https://www.digital-biology.co.jp/allianced/products/geneious/
https://www2.digital-biology.co.jp/l/219132/2022-03-24/yl94cn

