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Rank| Title
™
1 ‘Summary Information
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A
5 Summen ifermation
6
7
8

Library QC Information

9 Resequencing Sample Informati

10 LibraryQc Sample Information

11 Amplicon Jobs

12 SmallRNASample Information

Jobs | Resequending Jobs | Summary

The Summary tables that wil be diplayed and ther content will depend on the type of job you have chosen (Custom Ampicon, Assembly, Library QC, Metagenomics, Resequencing, Smal RNA).

When you select a job, Status, Sample Sheet, Logs, and Erors tabs may be displayed by default. For completed jobs, you can access Summary information by clicking 38 to close the tabsand then
the Summary tab to open the Summary frame.

Job Information B

The summary job information table provides 3 high-level overview of job run parameters.

Table: Job Information

Row Description
Analysis The ful path to the analysis output folder on-nstrument
Folder

13 Reseguencing Jobs

15 LibrayQC Jobs

4O search

Completion | The time the experiment was completed

Time

Copy Folder | The ful path to the network folder to which analysis output is copied

Cydles A string descrbing the number of cycles in each read and whether the read is an index read. For example, 151 [N] 8[Y] 151[N] indicates a first read of 151 cycles that is not

an index read,

2 second read of 8 cycles that is not an index read, and 2 third read of 151 cycles that is not an index read.

Experiment | A user-supplied descriptive name of the experiment.

Name

Investigator | The name of the investigator (optional).

Project An optional user-supplied descriptive name of the project.

Run Folder | The output folder produced by RTA primary analys software. This foider contains all primary and secondary analysis results for the run.

Start Time | The clock time that the secondary analysis was started.

Clusters Graph
Hismateh Granh
High Percentage )

vallble for Custom Amplcon, Lbrary QC, and Resequencig; not Assamby, Metagenomics, and Smal RIA)
h

High Percentage refers to run statistics that should all be close to 100% for 2 good run.

Table: High Percentage Graph Information

y-axis | x-axis Description

Percent | [20/]11 The ratio of Intenstties at Cycle 20 to the intensities 2t Cycle 1 for Read 1
1207112 The ratio of Intensities at Cycle 20 to the intensities at Cycle 1 for Read 2
Align 1 The percentage of clusters that aligned to the reference genome in Read 1. This field is not available for Assembly, Metagenomics, and SmalRNA workflows.
Align 2 The percentage of clusters that aligned to the reference in Read 2. This field & not avaiable for Assembly, Metagenomics, and SmalRNA workflows.
PE Orientation | The percentage of paired-end algnments that have the expected orientation
LTS The ratio of first cycle intensities for Read1. to fist cycle intensities for Read
PF The percentage of clusters passing fiters

Low Percentage Gz =

e llumina
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Q score

R\ ;;_./}" = ()
¥ [7693 w
PhiX / gil9626372IrefINC_001422,1!

SNP/indel +

T/ T—3ay

-

2l

et gttt ]
0
Pos: 1301 Pos: 2793 Pos: 3133
GT: A=A GT. T=xC0C GT. C=>TT
Soore: 070 Foore: 07D Soore: JOTD
~ (o]
T
TEFT—TJI
Samples Search:
# =~ Sample % Genome % hromosorne ¢ Position % Score & WarianfType < Call & dbSNP % RefGene % Aused & Cused & Gused & Tused &
1 1 phi gil962637 2 reflNC_001422. 111301 3070 SMP A-=AG 299285 671 205658 548
2 1 phi Qi|9626372|reflNC_001422.1] 2793 3070 SMP T-=CC 178 533721 130 av
ol |
Showing 1 to 3 of 3 entries

8

19

llumina




20

Resquencing/Amplicon7—% 28— SAMPLE &2 J

View DE4E

viewDRXa—7

X — Lin/out

r ~ ~ = ‘O ’./;3' t_l; (\‘
(s ]
WLE '
[|o - |5385 ] o % ¥ 2693 o
C PhiX / gil9626372IrefINC_001422,1!
S |
- 0 | ‘ |
7 e i, ot o T, 1o o . gt - et et
e 307 " E
220+ :
i
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Foz; 1301 Pos: 3703 Pos: 3153
GT: A=A GT. T=xC0C GT. C=>TT
Soore: 070 Foore: 07D Soore: JOTD
Samples Variants: 3 Search: E._:‘i
# =~ Sample % Genome Chromosorne ¢ Position % Score & WarianfType < Call & dbSNP % RefGene % Aused & Cused & Gused & Tused &
1 1 phi gi|962637 2 reflNC_001422. 111301 3070 SMP A-=AG 299285 671 205658 548 ﬂ
2 1 phi Qi|9626372|reflNC_001422.1] 2793 3070 SMP T-=CC 178 533721 130 av -
| [
Showing 1 to 3 of 3 entries
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w
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0
Poz: 1301 Pos: 3703 Pos: 3133
GT: A=rAG GT. T=:CC GT: C=*TT
Foore: JOTD Foore: JOT0 Soore: JOTD

| Samples Variants: 3 Search: I ‘

# =~ Sample % Genome Chromosorne ¢ Position % Score & WarianfType < Call & dbSNP % RefGene % Aused & Cused & Gused & Tused &
1 1 phi gi|962637 2 reflNC_001422. 111301 3070 SMP A-=AG 299285 671 205658 548 ;I
2 1 phi Qi|9626372|reflNC_001422.1] 2793 3070 SMP T-=CC 178 533721 130 av -
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|Showing 1 to 3 of 3 entries |
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Current Jobs (" 7

= Fllg
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Idle

plasmid_pBo T //
o o = e == ol
[ I\ v I\ A v I\ F mpleted Jobs Q)24 4
@ Resequencing /

2X151Human $

4/6/2011 9:29:59 AM

@ Resequencing
Example 2x151
3/23/2011 9:31:18 PM

@ Resequencing (i e =
2X151RHo With Annotation B s
5/18/2011 4:23:18 PM bZaty

10 2 e a £ o T o P
Assantyypostien

9o geg:::fse"‘b'y | # | sample | Number of Contigs | Mean Contig Length | Median Contig Length | Min Contig Length | Max Contig Length” | Base Count | N50 |
5/31/2011 10:19:42 AM | 1 BcCereus 541 147.2218 121 31 733 79647 136 |

@Amplicon %

2x151 DragonFruit v1 with

:50:03 PM
[}FUOZ
AA Resequencing

36SRPhix
6/9/2011 5:12:12 PM

mn
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Small RNATJ—% 28— SUMMARY 4 J

7 5 /r D%ﬁ%@ Current Jobs

|| w ? £
- = ", \ 4" (‘ 1
SER ‘ SUMMARY ||
A
W63.0% miRNA
Completed Jobs 2
160K 160K
Ny
D Resequencing .$ M 1.1% humRibosomal
Human Lane 7 Replicated L ]
S/28/2011 1:17:13 AN A0 et
20K 120
- O D Resequencing 1
'Y
MIRNA kv 710 it
6/28/2011 9:18:42 PN oo peee
Q@ DenovoAssembly = BOK - 8K =
Ecoli 2x151 assembly test
6/24/2011 1:47:54 PM SOK - Jeok
D Resequencing 40K b a0k
—_— N 2x151 Capsicum v4 with 28c
-|j-* ,j)l/ _7)1/ Amp OBCG + 12c Amp PE _
7 30sWait Time 20K L 30K
630/2011 9:07-51 AM
@DenovoAssembly \. # | Sample | ClusRaw | ClusPF | ClusAlignContam | ClusAlignMiRNA | ClusAlignRNA |  ClusAlign.Genome | Clus Unaligned
X151 Capsicum v4 wih 10pH nindexed 547756 89297 4067 28327 397 16737 39769
STI2011 550-55 P 1 Br 1679252 1383645 211089 744942 20622 193750 193242
2 r 1921487 1536938 231388 825037 23385 208309 248809
3 HuKi 1840655 1484823 66632 1231127 11189 92287 83588
Q SmalRNA 4 Hulu 1456681 1148141 92367 833210 15467 84497 122600
6.5pM SmallRNA MCS 0.3.29
1x37+7

6/7/2011 9:43.01 PM

@ SmalRNA
£ EnM SmAallINA MrS 0 270
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Run Status 4 7

S5 U NEEMIZDULNT Status DEFEHRAE SN S

Current Jobs

Idle

Completed Jobs
Sort By Start Time

@ DenovoAssembly
2x151
124372011 2:13:21 PM

) Resequencing
2x151
11/21/2011 B:04:21 PM

4k Reseqguencing
1%151 Run
272012 3:43:52 PM

% SraallRKA

m

ample Sheet Logs Errors

FaT

:

Status:
Experiment 2151
Name
Project MiSed
Investigator Sharnili
- Run Folder 111104_m00102_0074_AMS0003254-00300
] Start Time 1102172011 42317 P
Completion 112172011 6:04:21 P
Time
Cycles 11 [M], 191 [M]
Analysis
Folder
Copy Folder

Q) sTorJoB
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Current Jobs

Idle

Completed Jobs
Sort By: Start Time

Q) Denovodssembly
2x151
12/352011 5:13:21 Pw

) Resequencing
2x151
11,/21/2011 6:04:21 Ph

44 Resequencing
1%151 Run
22012 3:43:52 PM

L% SraallRkA

Status Sample Sheet Logs

[Header]
Investigator Mame  Shamili
Project Mame MiSeq
Experiment Name  2x151
Date 812152011
. Wiarkdlowe Reseguencing
— Chemistry Default
[Reads]
151
151
[Manifests]
A ManifesthameHere

S5 U DEEMIZDULVT Status; Sample Sheet % E D1E$RH

Errors

\

A=
=T

5

nad

Fa

=

Q) storJoB
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Current Jobs

Idle

Completed Jobs
Sort By: Start Time

Q) Denovodssembly
2x151
12302011 51321 PM

) Resequencing
2%151
11,/21/2011 6:04:21 P

4k Resequencing
1x157 Run
272012 3:43:52 PM

B SmallRhla

S5 U DERMIZDULNT Status; Sample Sheet; Logs % E D&

N

g
O/

nad

&,

Status Sample She

111104 MOD10Z2_0074 AMSO003254-00300

11/6/2011,04:01: 12,074, Starting Execution for Analysis D\ lluminayMiSeganalysis
%111104_MO0102_0074_AMS0O003254-00300

11/6/2011,04:01: 12,504, Genome folders: C:\IlluminayMiSeq ReporteriyGenomeshPhix
11/6/2011,04:01: 12,927, Queueing FASTQ file(s) for lane 1, tile group 1 (tiles: 1,2,3,4,5,6,7)
11/6/2011,04:01:12.933,Queueing FASTQ file(s) for lane 1, tile group 2 (tiles:
8,9,10,11,12,13,14)

11/6/2011,04:01: 13.083,Building FASTQ file for lane 1, tile group 2, read 1

11/6/2011,04:01: 13.084,Building FASTQ file far lane 1, tile group 1, read 1
11/6/2011,04:06: 24,563, Building FASTQ file far lane 1, tile group 1, read 2
11/6/2011,04:06: 25,048, Building FASTQ file for lane 1, tile group 2, read 2 ﬂ

11/6/2011,04:01:12.007,MiSeq Reporter 1.1.1.1: Starting Logging for i‘

11/6/2011,04:11:26.892,Invoking alignment wrapper

O storJoB
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Current Jobs

Idle

Completed Jobs
Sort By

Start Tirme

) DenovoAssembly
2x151
12/32011 5:13:21 P

Q) Resequencing
2%151
11212011 B:04:21 P

4k Reseguencing
1x151 Run
272012 34352 PM

£ SmallPhia

Run Errors 4 7

25 U DEEMIZDULVT Status; Sample Sheet; Logs ; Errors#i £ D&k

Status Sample Sheet LD

A=
M

11/6/2011,04:01:12.007,MiSeq Reporter 1.1.1.1: Starting Error Logging for
111104 _MOO10Z_0074_AMSOO003254-00300
11/21/2011,16:13:39.372,MiSeq Reporter 1.1.1: Starting Error Logging for
111104_MO0102_0074_AMSO003254-00300
11/21/2011,16:13:39.836,Fatal Processing Error for Analysis

Please check the sample sheet.
Stack Trace:  at Illumina.Secondaryanalysis, SampleSheet.GetGenomes(String
GenomeRepository) in ciyProjectshlllumina. BolthDevh 1, 15SrchSecondary Analysis
“SampleSheet.cs:line 195

at llumina.SecondaryAnalysis. AnalysisWorker. GetAnalysisinfo{Secondary AnalysisWork flow
Warkflow, String AnalysisFalder) in c:\Projectshlllumina. BoltyDewvi 1, 18\SrchAnalysisWaorker

sanalysis\Warker.cs:line 2071

Runsy111104 MO0102_0074 AMSO0003254-00300: Error - GenomeFolder 'Phix' was not found.

&l

O storuoB

EY (%)
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MSRTSVUT—420O7ORRZBETLEEWMGEIZ) X2 —RE2VFHLET
YT — b TCERBNTA—FEZEBLTEBETIESENARETT,

Current Jobs

ldle

&

‘ Status Sample Sheet

Completed Jobs
Sort By: Start Time

) DenovoAssembly
2%151
1232011 5:13:21 PM

) Resequencing
2%151
11212011 5:04:.21 P

44 Resequencing
1%151 Run
22012 34352 PM

Logs | Errors |

~'.=L-=‘®r{/" 2]
X

(S e e e N P N e T T e |

RAC D2 E A o 0T 2T

|11;‘6,’2E|11,D4:E|1: 12.007,MiSeq Reporter 1.1.1.1: Starting Error Logging =
F

Do you want to requeue this Job? x |jr Logging
C:hUsers
241E1
nomeFalder
| Ok Cancel ;I
\ J p
J Q storuoB
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MiSeq Lt Tlk. BEI DRI VNN REERFT HIHLEEHY FEA
IR R EF BITIRTRLIEWS V4L EDHLEF KR) TY

(@ E [EMiSegAnalysis 7 + L&)

Current Jobs

ldle

Completed Jobs
Sort By Start Time

) Denovofssembly
24141
12032011 5:13:21 P

&) Resequencing
2x151
117212011 B:04:21 Ph

44 Reseguencing
1%151 Run
272012 3:43:52 PM

Status Sample Sheet Logs Errars w

11/6/2011,04:01:12.007,MiSeq Reporter 1.1.1.1: Starting Error Logging =
for 111104 M00102_0074 AMSO0003Z254-00300
11/21/2011,16:13:39.372,MiSeq Reporter 1.1.1: Starting Error Logging

for 111104 _M00102_0074 AMSO0003Z254-00300
11/21/2011,16:13:39.836,Fatal Processing Error for Analysis CihUsers

Funs4111104 MO0102_0074_AMSOO03254-00300: Error - GenomeFolder
'Phix' was not found. Please check the sample sheet.

Stack Trace: at

Hlumina.SecondaryAnalysis. SampleSheet. GetGenomes{String ﬂ

GenomeRepository’ in cyProjectsiIliumina, BolthDewy 1.1

O storJoB
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MSRDFER 771U

D:¥lllumina¥MiSegAnalysis¥ 2% 5 > 7 # JL # & ¥Data¥Intensities¥BaseCalls

Mame | Size | Type |
[ alignment File Folder

[ Alignmentz File Folder

Lo File Falder

[CMatriz File Folder

[CPhasing File Folder

|2 config.xml 6 KB XML Docurment
@Samplel_Sl_LDDl_Rl_DDl Fastg.gz 33,666 KB WinZip File
:QSamplel_Sl_LDDI_M_DDI faskg.gz 40,735 KB WinZip File
@SampleZ_SE_LDDI_Rl_DDI \Fastg.gz 31,584 KB WinZip File
@Sample2_52_LDDl_R2_DDl \[Fastg.gz 33,492 KB WinZip File

E34] samplesheet, csy 3KB  Microsoft Office Exc...
r;:] Trugeq_Amplicon_Cancer_Panel_fanifest.bxt 101 KB Text Document

El TruSeq_Custom_amplicon_Control_Manifest, bxt 144 KB  Text Document
CIITSCA-CONTROL_S17_L001_R1_001 fastq.gz  55,609KE  WinZip File
CIITSCA-CONTROL_S17_L001_RZ_001 fastq.gz 60,355 KE  WinZip File
:;QLIndetermined_SEl_LElD1_R1_EIE|1 Fastq.gz 20,533 KB WinZip File
@Undetermined_SD_LDD1_R2_DIZIl [fastg.gz 21,945 KB WinZip File

‘| | ] *MSR v1.3

754+ FUBOERX, AlignmentNT 4 LY R DFRIZERENET,
BFODOAlgnmentNT 4 LY ) IXUFa2—LTHLEEZTINFEHA,

) 2 —8BRFAIgnment 7 A LT DEFRA D ) A SN ILFITE
En, BEDAlgnmentT« LY R IERFESAFET,

A IWERT7AIILOEFHFERIFERD CHRICRILET,

a1 llumina



FASTQZ7A4IL D& MRA 13

f51; MySampleA_S1 L0O0O1_R1_001.fastq.gz
7274 DA RAITILUTDREYTT,
a_Sb _Lc_Rd 001.fastg.gz £L1=154&;

- a - HroIIILA
(BTN —hTHRELEZYUTILE)
- Sb---HLTILES

(BTN —bTHRELEY U TILEITO ENS1,2,3.. 50 TIT2=BE . 0IXED YT ILIZE

B CEHMN>2H D)
— |_b -

(MiSeq TIEBREIL—>DH D=, b LO0LIZIEYFET)
— Rc*- .l!_|2§5'=

(J—F1IER1, U—F2[XR2IZHEYFET)

*VI16TIRY U TINETEEGL, FMILTIL—TEDOFASTQL A Y MARALELGYFEL-OT, TEELESIL,
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