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Geneious Prime 2021 Download

Download and install the the world’s leading bioinformatics software platform used by
over 4,000 institutes in more than 125 countries.
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Geneious Prime 20210 AT LAEH

OS: Windows 7/8/8.1/10 (64bithk®D#*)
Mac OS 10.8 Mountain Lion - 11.0 Big Sur
Linux Ubuntu Desktop LTS, last 2 supported versions
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Geneious Prime gets a new look
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Back Forward Add  Export BLAST rkfi Align/A ble Tree Primers Cloning Help
v B Local 2 1 of 12 selected
[ Sample Documents O V] Name 4 Description Modified Organism Sequence L./
| Alignments & BioBrick Enzymes that are in BioBrick RFC stand...27 May 2...- -
8| Cloning 12 O pCRI-TOPO Invitrogen TOPO-TA Cloning Vector 30 Aug 2...- 3,973
W Contig Assembly 7 O pDEST15 Gateway destination vector 15 Nov2...- 7,013
> B Genomes 232 O pDONR201 Gateway donor vector 15 Nov 2...- 4,470
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ki 2 Sequence View  Annotations Text View Lineage Info
I Protein Documents © i
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» & Shared Databases
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= Gene Graphs Options
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= PopSet || Complement 5
= Protein || Translation e 3
= PubMed = &
= Structure || Restriction Sites Options
= Taxonomy %
= Circular Overview
= UniProt -
|| Linear View
[Twrap 3
574 / 14,380 MB Memory Cursor before base 1,179.
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New CRISPR on-target scoring method

yadF CDS (Sequence) - 2. CRISPR on-target scoring

SequenceView  Annotatior @ @ Find CRISPR Sites
¢ - Exract &RC | Find CRISPR Targets: @) Anywhere insequence | Selected region Save &
PAM Site Location: 3'(Cas9) v
CRISPR Site ? @
Target 1 PAM Site @
N(20) 'NGG :
il
iew: NNNNNNNNNNNNNNNNNNNNNGG
=
Activity scoring: | Doench et al. (2016) v|(?
: | T 600 650:672 BN
yadF CDS i " sutms Doench et al. (2016) . -
— orerchea 1) E—
| Specificity Scoring —— ? |
e ) ©
f— | |Score against an off-target database: B8 2. CRISPR on-target scoring < <=
= : g ¢ . — Yo N
) — Maximum mismatches allowed against off-targets: 32 - <O
~ CRISPR Sites [—1 &
<l Maximum mismatches allowed to be indels: 0|s )
(-
- L
|| Pair CRISPR Sites ?
Maximum overlap of paired sites: 6|
Maximum allowed space between paired sites: 1618
Color CRISPR Sites by: Activity Score

| @) corce | T

Alt click on a sequence position or annotation, or select a region to zoom in. Alt-shift click to zoom out.

CRISPRA 24— whXOPIT 7TV X L(Doench et al. 2016)
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Accessible sequence viewer statistics

e ) Geneious Prime
<— —> @ ﬁj Q [B :_: _% O @ Q Search Everywhere 8 OF
Sack Forward Add  Export BLAST Align/, ble Tree Primers Cloning Help
1 of 1 selected
Name 4 Molecular Weight (kDa) ~ Isoelectric Point  Extinction Coefficient ~ Charge at pH 7 Description R
o7 NARH 58.066 6344 83,280 3307 RecName: Full=Respiratory nitrate reductase 1 beta chain

Sequence View  Annotations Text View Lineage Info

& = (= Extract & RC. G Translate r*> Add/Edit Annotation Z Allow Editing 2> Annotate & Predict = [~/ Save = (=]
! 20 a0 40 100 120 140 160 Qla 4 [Cle [+¢]@
—N o— =’Hﬁ uh & Eﬂ ﬁ < G ___“39 Fy6 6 & i

e e T e i Statistics )

— Iron-sulfur 1 (4Fe-4 R ——
b (4 S) Protein Statistics: ill
4Fe-4s ferredoxin-type 1. Length: 512 aa
I on-sulfur 1 (4Fe-4S). Molecular weight: 58.066 kDa =
180 200 220 240 260 280 300 320 340 Isoelectric point: 6.34
- >  ChargeatpH7:-3.31 25
@ = __@ e.;“ (5 _& =0 -m ﬁ ='ﬁi ---—-—-—sﬁ O S - Extinction Coefficient: 83,280
ﬁ-twe 48 ferredoxiny -type 3. Freq %
i L i G ’
) ¢ 17 3.3% %
4Fe-4S ferredoxin-type 2. D: 31 6.1%
360 380 400 420 440 460 a80 500 512 Ex 37 7.2%
F: 18 3.5%
My = -2.__9?.- ﬁ __ O G 8 MG ... o 3% .08
H: 9 1.8%
I 29 5.7%
K: 35 6.8%
DTKPVLRALKRMLAMRHYKR -> EYQTGTARTETYAGDASLQT (in Ref. 6; AAA24195). L: 40 7.8% 8.
M: 15 2.9%
N: 23 4.5% 3

1 Alt click on a sequence position or annotation, or select a region to zoom in. Alt-shift click to zoom out.
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Highlighted methylation sites for
restriction enzymes

e PDEST15 (Sequence) - 4. Highlighted methylation sites for RE
Sequence View  Annotations Virtual Gel Enzymes Fragments Text View Lineage Info
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gﬁ"';'ll GV\?S? 986) 4R 2 i stMB| (12) Recognition pattern: GATAC )
Dam: Methylation at GATC. Methylation effect: blocked. all enzymes =
b.000 7013 0 2 Dcm: No methylation. Dem can’t methylate BstKTI sites. : \
= El— == EcoKI: No methylation. EcoKI can't methylate BstKTI sites. E'?Zymes must mélch. A
Other Potential Effects: CpG:cut, EcoBl:variable 11T |to 1< [times, &
- '_" oY _J_'
P TCCEECETACACGATCGAGATCT COATCCCGCCRAAT TAATACGACTCACTATAGGGAGACCACAACGGTTTCCCTCTAGA, Cut Anywhere %
(__ T7promoter > : -
1€ |and| 7,013 |2 || B2
Apply Advanced...
Highlight Methylation Sites: ?
Dam
Dem
EcoKI
pDEST15
7,013 bp 4

Cursor before base 6,291. Mouse over base 21 (A)
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Want more details?
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https://www.geneious.com/whats-new/
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HAZENR(Prime 2020.0) (2021hRIEZFEEHTT)
http://www.digital-biology.co.jp/j doc dl.php
X—JL 7RIl X:geneious@biomatters
INATJ—Rorange

ZEER(Prime 2021.0)
https://assets.geneious.com/documentation/geneious/Gen
eiousPrimeManual2021.0.pdf
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