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e zip

Bhenotype As mac-18_noad.fastq v None fastq Tue Dec 2 09:35:38 2014 (UTC) 2.7 MB

Multiple Aligr

Multiple Regression ' For selected datasets: Import to current history & Go

Metagenomic analyses

EMBOSS Tools © TIP: You can download individual library datasets by selecting "Download this dataset" from the context menu (triangle) next to each dataset's name.

NGS: GATK Tools © T1P: several compression options are available for downloading multiple library datasets simultaneously:

* gzip: Recommended for fast network connections
* bzip2: Recommended for slower network connections (smaller size but takes longer to compress)
« zip: Not recommended but is provided as an option for those who cannot open the above formats
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_ 23: mac18red.fastq

Input FASTQ quality scores type:
[ Mumina 1.3+ ¥y ——e===x

Advanced Options:
Hide Advanced Options E

. Execute

What it does
This 100l offers several conversions options relating to the FASTQ format.

When using Basic options, the output will be sanger formatted or cssanger formatted (when the input Is Color Space
Sanger).

When converting, If 2 quality score falls outside of the target score range, it will be coerced to the closest avallable
value (i.e. the minimum or maximum).

When converting between Solexa and the other formats, quality scores are mapped between Solexa and PHRED
scales using the equations found In Cock PJ, Fields CJ. Goto N, Heuer ML, Rice PM. The Sanger FASTQ file format for
h quali 1 AST 7l le|

When converting between color space (csSanger) and base/sequence space (Sanger, lllumina, Solexa) formats,
adapter bases are lost or gained, if gained, the base 'C' is used as the adapter. You cannot convert a color space
read to base space if there is no adapter present in the color space sequence. Any masked or ambiguous
nucleotides in base space will be converted 10 'N's when determining color space encoding.

Quality Score Comparison
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Myltiple regression You can check the status of queued Jobs and view the resulting data by refreshing the History pane. When
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P o | : Data preparation
Graph/Di Data 27: FASTQ Groomer on data 22 27: FASTQ Groomer on @R '
Regional Variation data 22
Multiple regression You can check the status of queued jobs and view the resulting data by refreshing the History pane. When 2.7 Mb' =
Multivariate Analysis m the job has been run the status will change from ‘running’ to ‘finished’ if completed successfully or “error” if format: fastqsanger, database: ?
problems were encountered. Info: Groomed 20000 sanger reads
Evolution into sanger reads.
Based upon quality and sequence, the
Motif Tools input data is valld for: solexa, sanger,
Multiple Alignments Hlumina
Metagenomic analyses Input ASCII range: '8'(66) - F(102)
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EMBOSS HOU
NGS TOOLBOX BETA JL PENIZAS2ION 00{?:;:2:;;0"310”:'!!‘3
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ILLUMINA DATA . el
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between various FASTQ quality . &= B »
formats see ‘ *
= FASTQ splitter on joined paired i »
end reacs O e R
= FASTQ loiner on paired end
reads 25: PAMY PC-C40.fasta @)%
® FASTQ Symmary Statistics
column - 24: peach chioro.fa ®/n
ROCHE-454 DATA 23: mac1 Bred.fastq ®0%n
= Bulld base quality distribyution
22: mac-18 noadfastg @/ X
= Select high quality segments
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Regional Variation ' — data 22
!nlo: : 2.7 Mb
Groomed 20000 sanger reads into sanger reads.Ba: format: fastqsanger, database: 7
Multivariate Analysis Info: Groomed 20000 sanger reads
Evolution Database  Bulld Change file name into sanger reads.
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::5:‘2:::3 Is valid for: solexa, sanger, Data Quahty control
Metagenomic analvses Save | Input ASCII range: '8'(66) - F(102)
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I"w ype: FINIZASZIOR 00001412207 114797 0202323050
= FASTQ Groomer convert astqsanger v ATTCTTTTTAMICCASTICTAGT
between various FASTQ quality This will change the datatype of the existing dataset but nor modify its contents, Use this If Galaxy has Incorrectly «€ D S
formats guessed the type of your dataset
= FASTQ splitter on joined paired Save | 26: FASTQ Groomer on @® (%R
end reads - ”’ D V | .
data 23 ata Visualization
= FASTQ joiner on paired end —
reads 25: PLMV PC-C40.fasta ® )%
= FASTQ Summary Statistics
column X 24: peach chioro.fa @)%
ROCHE-454 DATA 23: macl8red.fastq ® )R

« Bulld base quality distribution
« Select high quality segments

* Combine FASTA and QUAL into
FASTQ
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e e Data Visualization
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re
= FASTQ Summary Statistics by 23: macl8red.fastq @R
column
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ROCHE-454 DATA - 0 L
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Tools Options ~ 2| | History Options ~
S —— - n Compute qullity statistics m P A
« Filter FASTQ reads by quality i S || &6 3 Data preparation
B _27: mac-18_noad_sa fastq %) | || 22:mac-18 noad safasta @ 0 1t [l
® EASTQ Trimmer by column , ] .
e Execute | |Emmasmdanse @0 % g
shiding window : - e =
What it does 25: PLMV PC-C40.fasta -
s FASTQ Masker by quality score ! E D | |
= Manipylate FASTQ reads on Creates quality statistics report for the given Solexa/FASTQ library. : Imumm ®)n WMo ata Qua Ity contro
various attributes © TIP: This statistics report can be used as Input for Quality Score and Nucleotides Distribution tools. i ®0% o
» EASTQ 10 FASTA converter ! a
» FASTQ to Tabular converter The output file will contain the following fields: : I il ma e ®0 % ‘ .
» Tabular to FASTQ converter e column = column number (1 to 36 for a 36-cycles read Solexa file) ] j"
FASTX-TOOLKIT FOR FASTQ s apelrelomcsipudr b ! ©-
- e min = Lowest quali - A i
DATA | o max=Highest qu ! & - Data Mapping
sum = Sum of qual -
Quality format converter - % »
- (ASCh e mean = Mean qual ! )
Numeric) e Q1 = 1st quartile ! s
* Compute quality statistics - isti !
- statistics } 1.
= Draw quality score boxplot * IQR = Inter-Quartil ! , , ,
» Draw nucleotides distribution S R ' Data Visualization
o A = ‘Right-Whisker . | ™
shart e A_Count = Count of 'A’ nucleotides found in this column. ! .
® FASTQ to FASTA converter e C_Count = Count of 'C’ nucleotides found in this column. !
e G_Count « Count of 'G' nucleotides found in this column, . .
» Filter by quality o T_Count = Count of 'T" nucleotides found in this column. i
o N_Count = Count of ‘N’ nucleotides found in this column, .
= Remove sequencing artifacts !
» Barcode Splitter T : o
3OGDA299] =4 40 250TIALLT 2940 A0 A0 40 0 4D A% 1006976 2229183 ATH730 2951 4
e Clip adapter sequences 2 6342991 <3 40 230531036 39.37 40 40 40 0 40 40 1THE786 1055744 1739028 1782414 O !
3 6342991 -5 CE J‘l‘l?}(tg )7.(3 li 45 40 9 &0 lf E)‘l)l‘ .“BI:DV'n E“)'Il‘ :.‘)th) 0 .
* Collapse sequences 3 6342931 -5 45 117158366 18,41 7 35 30 20 -5 4 4074444 1402980 6287 822033 245 H
» Bename sequences
- e Y | __This 100l is based on FASTX-100lkit by Assaf Cordon, M
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Tools Options ~ column count min max sun noan ol =od Q3 I0R 1 ™ History Options ~
TR T 1] 1 20000 2 kI 717629 35.88 36 38 38 2 33 38
2 20000 2 38 720412 36.02 36 38 38 2 33 38 = )
= Filter FASTQ reads by quality 3 20000 2 18 718804 35.94 35 18 38 3 3 3| OUC
score and length 4 20000 2 38 718577 35.93 35 38 38 3 31 38 | (20 Comoute auality @0
e FASTQ Trimmer by column S 20000 2 38 717356 35.87 35 38 38 3 31 38
6 20000 2 38 718108 35.91 35 38 38 3 31 3g | | Siatistics on data 26
» FASTQ Quality Trimmer by ? 20000 2 38 717694 35.88 35 38 38 3 31 38
shiding window 8 20000 2 38 715419 35.77 35 38 38 3 31 38 | | | 28: Compute quality ® ()R
9 20000 2 38 715443 35.77 35 38 38 3 31 38 | | statistics on data 27
= FASTQ Masker by quality score 10 20000 2 k[ 715854 35.79 35 38 kT 3 3 38
11 20000 2 38 713220 35.66 35 37 38 3 31 38 IZLmu_mmL&hm ®0 R
* Manipylate FASTQ reads on 12 20000 2 38 713319 35.67 35 37 a8 3 3 38 M) 0 A A
various attributes 13 20000 2 38 709686 35.48 35 37 38 3 31 38 alc c
« FASTQ to FASTA S 14 20000 2 a8 709703 35.49 3§ 37 k1] 3 3 38 IZﬁ._mxnmintnm ®Jn
Comve 15 20000 2 I8 707768 35.39 35 37 38 3 31 38 5
FASTO to Tabylar converter 16 20000 2 38 705802 35.29 35 37 38 3 31 38 |W‘ @® )R
5 17 20000 2 8 702605 35.13 35 37 38 3 3l 38
» Tabular 1o FASTQ converter 18 20000 2 e 699346 34.97 34 37 38 ‘4 28 38 IZ&..m&!_c!ﬂmh @0
19 20000 2 8 696119 34.81 34 37 38 4 28 38
FASTX-TOOLKIT FOR FASTQ 20 20000 2 8 694476 34.72 34 37 38 4 28 38
DATA 21 20000 2 8 6950926 34.55 34 36 38 B 28 38| Iz.unmmnm @)%
22 20000 2 e 686380 34.32 34 36 38 4 28 38
* Quality format converter (ASCil- 23 20000 2 8 685258 14.26 34 16 8 4 28 38 Iw ® (0%
Numeric) 24 20000 2 k] 680263 34.01 33 36 38 5 26 k1
- G EL 20000 2 38 674994 33.7% 1) 36 a8 5 26 38
Compute Quality STatistics 26 20000 2 a8 680357 34.02 34 36 a8 4 28 e
e Draw guality score boxplot 27 20000 2 I8 676636 133.83 34 36 38 4 28 38
28 20000 2 e 673539 33.68 34 36 a8 4 28 38
o Draw nucleotides distribution 29 20000 2 e 668262 33.41 33 36 38 5 26 38
chart 20 20000 2 e 662717 33.14 1 16 a8 5 26 e
1 20000 2 g 651528 32.58 33 36 17 4 27 38
® FASTQ to FASTA converter 32 20000 2 34 461891 23.09 20 26 30 10 s 34
13 20000 2 35 457093 22.85 20 26 29 9 7 s
= Eiter by quality M 20000 2 34 480489 24.02 22 28 30 8 10 34
= Remove sequencing artifacts
= Barcode Splitter iL
e Clip adapter sequences
* Collapse sequences
* Rename sequences
= SERFHER v <65 B »
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38 38 3 3 38 5982 4141 4856 5021 0 20000 statistics on data 26
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sliding window 38 38 3 3 38 6451 3508 4165 5876 0 20000 28: Compute quality @R
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37 38 3 31 38 5836 3858 4619 5687 0 20000 Ilm:nmd_m @0 Data Quallty control
= Manipylate FASTQ reads on 37 38 3 31 38 5337 4625 4961 5077 0 20000
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« FASTQ to FASTA converter 37 k1] 3 3 38 5766 3161 4836 6237 0 20000 26: macl8red safasiq @R
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« FASTO 10 Tabular converter 37 8 3 3 38 6309 3609 5203 4879 0 20000 IW ® R
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* Tabular 1o FASTQ converter 37 38 4 28 38 5193 5304 4556 4947 0 20000 ¢ @0
37 38 4 28 38 4871 3868 5341 5920 0 20000 24: peach chiorofa
FASTX-TOOLKIT FOR FASTQ 37 I8 4 28 38 4934 1348 6631 5087 0 20000 '
DATA J 36 s K 28 38 4579 5208 6097 4104 12 20000 _ | 23 macl8red.fastq @)%
36 a8 4 28 38 8100 3761 3736 4384 19 20000
= Quality format converter (ASCl- 36 8 a 28 38 S684 2837 3766 7671 42 20000 22: mac-18 noadfasta @ 0 3¢
Numeric) 36 g 5 26 38 3687 7429 2908 5921 55 20000
& 36 e 5 26 38 7595 4241 1062 7039 63 20000
Compute quality statistics 36 38 " 28 38 1441 6921 1207 10367 64 20000
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» Draw nucleotides distribution 36 38 5 26 38 5259 7578 2468 4608 87 20000
chart 36 38 - 26 38 3668 1596 7628 7018 90 20000
36 37 4 27 38 2641 1735 5237 10300 87 20000
® FASTQ to FASTA converter 26 30 10 5 34 7447 5797 3363 3305 88 20000
26 29 9 7 35 1300 7995 2608 8013 84 20000
® Filter by quality 28 30 # 10 34 947 5291 11403 2277 82 20000
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_Use one from the history & 31: D
. ALS A4 241 ik il hd

Bullt-ins were Indexed using default options gt
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Default - M
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FASTQ file:

s Lastz map short reads 27: mac-18_noad safastq &) e——————
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against htgs, nt, and wgs
databases

* Parse blast XML output

'
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Bowtie settings to use:
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AB-SOLID \ o
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.
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.
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story Bookmarks Tools Window Help o) M . = 4 (sF(Charged Wed
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Galaxy Analyze Data Workflow Shared Data Visualization Help User
HNIEASZ10R 000K 61107 1160091207 2/0GNNN/1 24 ¢ . 0 0 . . 0 [ TTOTGE
Tools Options « NNIZAS210% 000B:6:107:16008: 14978/ANNTNNN/L 24 4 . ° 0 . . ¢ 0 ATCTTC & History
Sl | WWIEASZ10R 000:61107 116831157 760NNGMNN/]_ 34 4 . 0 0 . . 2 0 ACOA
A | WWIEASZI0R COOR:61107:16830: PSPEMNNTINN/1 24 4 . 0 0 . . C 0 G7e
Multiple Alignments o | ENIEAS210% OOOE:61107: 168321 TI7MNNCENN/1 24 4 . 0 0 . . o 0 AATCTT o=
WNIEAS210R C00B:63107:16832: 1743 1000GNNN/1 24 4 . 0 0 . . : 0 ATGAGE
Metagenomic analyses WNIEAS210% 0008 61107 (16833 290IMMNTINN/1 54 4 . N 0 . . 8 5 CCTTIC
MNIEAS210K 0008 611071 168141 IIIMNNGNN/ 1724 ‘ . 0 0 . . ¢ 0 COO0NG 37: Map with Bowtie for ® o
Human Genome Variation WWIEAS210R_0008:63107:16827: 19007/NNGNNN/1 24 4 . 0 0 . . e 0 ATTCCT
HNIEAS210R OOOBs 61107116057 117 0720RANNN/L 24 4 . 0 0 . . 8 0 ATCASS Hlumina on data 27 and data 24:
EMBOSS WNIEAS210R 000B:63:107:16826: 369)0NNTRNN/1 34 & . > 0 . . o 3 ACAAGA
WNIEAS210R 000F:6:107:16016: 44920 NNGENN/1 24 4 . 0 0 . . e 0 AGAGAT mapped reads
HNIEAS210R CO0B 611071168201 1406MOURNN/1 24 ‘4 . 0 0 . . ¢ 0 ATACAN ~19 000 lines
NGS TOOLBOX BETA WNIEAS210R 0008:6:107:16020: 14 246MNNTRNN/T 24 4 . 0 0 . . ¢ 0 AGGGTT '
WNIEASZI0R CO0R 61107116039 1 16007MERANNR/L 24 4 . 0 0 . . : ° formart: sam, database: ?
W FNIEASZIOR COORS1 1074160094 00054mmaOnin/1 24 B . 0 0 . . H 9 AT |nf0' Sﬂtiﬂ 5
INIEAS2IOR OO0 611070160201 90520NN/1 24 - . 0 0 . b . 0 GATTTC » g
NGS: Mapping WNIEASZ10R CO0K:61 10716020 S)6MNNGRNN/ 1 24 . . 0 0 . . ¢ 0 TCTATG Output files:
NNIZAS210R 0008:6:107:16822: TTE0MNNGENN/1 24 . . 0 0 . . o 0 ATCAN .
ILLUMINA HNIZAS210K 0008:61107:160201132290mANNN/E 24 4 . 0 0 . . ¢ 0 TCTTIA /tmp/1542209.cyberstar. psu.edu
WNIEAS210R 0008:63107: 16820+ 2007NNGENN/1 34 4 . 0 0 . . : ° ATATAM JtmpvKOll/tmp_wpEwm.*.ebwt”
NNIZAS210R 0008:61107: 168241 THIVINNGENN/1 24 . . 0 0 . . ¢ 0 TOOGAS Line rate: 6 (line is 64 bytes)
= Map with Bowtie for lllumina WNIEAS210R COOR:6:107:16026: 19079/RANNN/L 24 4 . 0 0 . . e 0 ACACTG
INTEARS16A-00081¢1 1071168341 1339¢ommnnei/T 34 ¢ . ° o . . : ; sy | [RHRSEpaSGE: 1066 16 63 bysas)
i 17 ' i : ¢ :
* Map with BWA for lllumina WNIZAS210R 000P:6:107:16026:4226/NRGNN/2 34 4 . 0 0 . . : ° TAACGT Offset rate: S (one in 32)
HNIZAS210R OO00B:6:107: 16826 19)80mmANNs/T 24 ¢ . 0 0 . . ¢ 0 ATCOST FTable chars: 10
ROCHE-454 WNIEASZ10K 000B:61107 160271 I4916MERANNN/L 24 4 . 0 0 . . ¢ 0 ATATCS :
T NNIZASZ10R 0008:6:107:16830:1)338FNNCNNN/L 24 4 . 0 0 . . o 0 ATGCMNG Strings: ‘:ﬂMkedd faut
WNIEAS2I0R_CO0R 61107116000 1960MmamMENNR/S 24 4 . ° 0 . . ¢ 0 ATTTIC Max ize:
= Lastz map shor reads against NWIZAS210R OO0E:€:107:16832:24320NNTHNN/2 34 4 . 0 0 . . : 0 AGTTCG H(:‘:’ﬂue e
reference sequence NNIEAS210R 0008:61107:16833: 9SIIFNNGENN/1" 24 . . 0 0 . . ¢ 0 ATGGOG )
* WWIEASZI0R COORs61107 5160044 26320NNGRNN/1 24 4 . 0 0 . . e 0 e
NNIZAS210R OO00B:6:107:16836: 404 2/XNGENN/1 24 4 . 0 0 . . 0
* Megablast compare short reads WMIEASI1GR 00081611071 16841 40 smemannn/f 24 4 . ° 0 . .
WNITASZ10R 0008:63107: 16847 TIS0MDUNNN/] T4 4 . 0 0 . g
against htgs, nt, and wgs B TIE 10 BOs0 0 10T 1985703373 . 0 ol EMIEASIION 00081613071 06903: 4320000
databases WNIEASZI0R 0008:61107516843: 162080 : 2 GAGTTA TEASIIOR O008:6:207: 14800 216200
MNIEAS210R ¢ 0 AGAGAT
. MM WNIZAS210% 9 9 CAATAC SEASILIOR OO0 160 20T aia000 1 6560m0
L g e b e e by w “ - - GCTAMN EMITASIICR_O000:6:107:14797: 183234 &
MNIEAS210X OO00E:6:107:16845:13101 ¢ 0 CoATSE
AB-SOLID HNIZASZI0R 0008:63107: 16844162424 s ° TTCANT WMIZASIION D008 61 307454799, 510000
NNIZAS210R OO00OB:6:107:16845:2048 ° 0 TGCATT z ok e e e
» Map with Bowtie for SOUD HNIEASZIOK OOO0Ks61107 1168471 1994# . “ ¢ 0 ACCOCA SEIEASZ10R,_9000:61207:16793:4771 /mm
NNIZAS210R 0008:6:107:16846:10497 ° 0 ACGOGC .8 ' »
MNIEAS210X OO0E 61107168461 16819 w o 0 ATOON
NGS: SAM Tools WNIEASZI0R 000N 611074 168493)22% O 0 SocTos
MNIZAS210R OO00B:6:107:16852:4128 0 0 ATGGTA
NGS: Indel Analysis MNIEASZIOK_COOB61107 1168491 4960 — 24 . X
MWIZAS210% 000B:6:107:16852;:16292 > 0 36; Map with Bowtie for @ 8
NGS: Peak Calling MNIZAS210% 0008:6:107:16853: 44 LANNTINN/ 1 26 & . 0 0 . . v .
WNIEAS210R O00Rs6 1107 160521 16504Mmmmnnn/t 24 & . 0 0 . . : )
NGS: RNA Analysis MWIEAS210R_000E:61107: 168531 4264MOUSNN/1_ 24 ‘ . 0 0 . . ¢ 0
WNIEASZI0K COORs61 1071160501 10475MmORANNN/L 24 ¢ . 0 0 . . o 0
HNIEASZIOR CO0R:6:107:1603): p040,NTNN/1 24 4 . 0 ] . . 8 ) TCCAGT ——— e e b
RGENETICS HNIEAS210R O00E:61107 168541 2II6MNNCENN/1 24 ¢ . 0 0 . . ¢ 0 ACCTTG 31: Draw quality score @ J 2 i
ANTEASZIOR COORsbs 1071405511909/ 24 < . 0 0 . . - 0 ATTON
SNP - : Fllters HWIEAS210X COOE:61107 1168561 12)04/KRANNN/L 24 4 . 0 0 . . ¢ 0 ATCAMA boxplot on data 28 '
HNIEAS2I0K 000E 611071168541 11696MERANNN/1"2¢4 ¢ . 0 0 . . ¢ 0 COAGAN b 3 ]
2 NNIZASZI0R O00B:6:107:16839:19375NNCNNN/2 24 4 . 0 0 . . : ° GACACT — — ——— )
SNP/WGA: QC: LD; Plots HNIEAS210% OO0E 61107116458 2186mmannen/1 54 4 . o 0 . . ¢ 3 ACAGAN 30: Draw qualityscore @ 0 % ¢
meem s = icrical Models WNIEAS210R_0008 361107516840 209300mANNN/1 24 4 . 0 0 . . 8 0 TGTO0G ¥ b
[avascript voed (0), v <€ =9 o boxplot on data 29 vl
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Tablet - Next Generation Sequence Assembly Visualization

@ Tablet Homepage
@ Download Tablet Tablet is a lightweight, high-performance graphical viewer for next generation sequence assemblies and
@ Screenshots ali
gnments,
@ Tablet FAQ
@ Sample Data
@® Assembly Conversion
@ Papers and Presentations
@ Privacy Policy 0 g g
S ke Data Visualization
@ Onkne Help
Qur Software
The most recent release of Tablet is 1.11.02.18 (18th February 2011).
; h
® c“"?’w "y Please use the links below to download the Tablet installer most suitable for your operating system. Tablet is
@ Flapjack currently available for:
@ OPTIRas
@ Strudel &Y  Windows (32 bit) or Windows (64 bit)
@ Tablet (new)
® TetraploidMap O Linux (32 bit) or Linux (64 bit)
® TOPAU * Apple Mac OS X (Java 6 required)
}Vi Solaris (Sparc)
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Data Layout Style Adjust Navigate || Overlays
“
*1 Welcome to Tablet
Tablet 1.11.03.14 - © 2009-2011, Plant Bioinformatics Group, SCRI. &> Send feedback & Follow us
Getting started Learning T( \
) ] Import an assembly into Tablet ————— h
Quickly open a previously accessed assembly: @ Tablet qui w
| Galaxy13-[Map_with_Bowtie_for_Illumina_on_data_12_and_data_11__mapped_rea @ View the T j
| Galaxy13-[Map_with_Bowtie_for_Illumina_on_data_12_and_data_11__mapped_rea @ Opening assermery=rres
! mac-17_chloro_clean.sam ~ peach_chloro.fa @ Visualizing contigs and their reads
! mac-17_chloro.sam ~ peach_chloro.fa @ Working with the overview panels

@ Changing Tablet settings
@ What's new in this version of Tablet
@ Tips and shortcuts

Data Visualization

Click to rate Tablet: 000 W0

Citing Tablet

€ Please click here for information on how to cite Tablet if you use it in your work

Tablet Tip: Position data is often supplemented with U (unpadded position) and CV (read coverage at that position) values 0
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oo O Tablet - 1.11.03.14 \
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Assembly Features = £
Data Lavout Style Adiust Naviqate || Overlays
“ 2 - A N _—
*| Welcome
| Select assembly files:
Tablet 1.1 & Follow us
Primary assembly file or URL:
Getting § /Users/andreas /Downloads /Galaxy36-[mac-18_plmvd.sam].sam d ( Browse... )
" J Imporg Reference/consensus file or URL:
Quickly o) [/Users/andreas/Downloads/uppsala_class/PLMV_PC—C40.fasta _ B ( Browse... )
_| Galaxy
Galaxy Current status: Assembly - SAM | Reference - FASTA
— mac-4 Notes:
_! mac-1
- Tablet currently supports ACE, AFG, MAQ (text), SOAP, SAM, and (indexed) BAM assemblies.
. - Reference files (if needed for MAQ, SOAP, SAM and BAM) can be in FASTA or FASTQ format. M
- Unsure how to get started? Click here to open an example assembly. ”
Data Visualization
Citing Tablet
€ Please click here for information on how to cite Tablet if you use it in your work

Tablet Tip: When the read shadower is in custom mode, right click on any base position to lock the highlighting 0<%
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Tablet Tip: Navigate around an alignment by clicking and dragging on either the overview display area or the main display area 0 {:;';
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Tablet Tip: Load data more quickly by simply dragging and dropping the assembly (and reference file if needed) directly into Tablet 0

Data Visualization




Tablet

Data visualization
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