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N PR T | VRS R st/ it o e | =Mooy Py |
Level Yiekd Total Projected Total Yield Yield Perfect Yiold <=3erors  Aligned % Perfect % <=Jemors ErorRate Intensity % Intensity o ._ .0
(G) (6) (G) (6) (%)  [Num Cycles] [Num Cycles] (%) Cycle1  Cycle20

Read 1 1608 160.8 1193 1549 9663 755 (100} 98.0 [100] 054 8271 762 933

Read2 1608 160.8 1363 1536 9725 87.3 (100} 98.0[100] 047 7254 764 914

Total 3217 217 256.1 085 %04 814 a0 051 7762 763 923

Read 1

Vo= Thos Density Cluster PF Phas/Prephas Reads Reads PF % 5= % TTor RaX Eror Rate Error Rate Eror Rate Intensity % Intensity

(Kimm2) (%) (%) ™) ™) Em Rated (%) 35cycle (%)  75cycie (%) 100 cycle (%) Cycle 1 Cycie 20

1 96 797 +1-75 9468+/-096 0187/0178 2022 20835 a19 100 986+/-08 074 +-074 0.47 +/-0.75 049 +/-064 074+-074 8253 +/- 315 764 +-09

2 96 788473 9458+-124 0191/0473  217.76 205.80 a3.1 100 985+-10  D63+-076 02+/-204  0B4+-087 063+-076  8265+-373 763 +-11

3 96 778 +/-60 8188+/-2858 0.191/0.176 21501 17683 Q30 100 825+-359 069+ 080 +/-0.89 0.43 +/-0.59 0.69 +/-0.80 8265 +/- 403 756+-25

B} 96 780 +£- 77 0400+4079 0.183/0.172 21570 20474 a1 100 988 +.03 0.80 +~1.13 0.p5+/-0.36 084 +/-1.44 080 +/-1.13 8192 +/- 400 T58+1-24

5 % 739+ 70 9541+-084 0183/0174 20424 194.72 248 100 980+-00  027+-005 Ofi3+-004 019+-003 027+-005 8291+-306  76.4+-12

6 a5 784 +1-62 0403+-118 0185/0172 21682 20568 935 100 988+-03  052+-045  (22+-023  048+-052 052+-045  8331+/-378 7634112

7 26 783 +1- 77 0456+-152 018510175 21645 20454 940 100 930 +-37 041+-029 0.46 +/-0.72 036+/-0.36 041+/-029 8341 +/-338 764 +-09

8 % 792 +- 80 0404+-002 0188/0173 21888 207,60 943 100 020+-005 / 014++-004 020+-004 020+-005 8230+-308  765+-10

Read 2

= Thes Density Cluster PF Phas/Prephas Reads Reads PF %>=Q30 Cycles Aligned Error Rate Error Rate Error Rate Error Rate Intensity % Intensity

(Kimm2) %) (%) ™) ™) Err Rated (%) (%) 3Scycle(%)  75cycie (%) 100 cycle (%) Cycle 1 Cycle 20

1 96 797 +1-75 9468+-096 0.183/0.170 2022 20835 912 100 97.4+-02 048+-016 0.18+/-0.13 033 +/-009 048 +/-0.16 7255 +1- 281 759 +-17

2 9% 788473 9458+-124 0.195/0.165  217.76 205.80 913 100 975402  044+-014  014+-003  030+-007 044+-014 735041317  756+-21

3 [ 778 +1-60 8183 +-2858 0200/0.164 21501 176.88 a05 100 9584102 071+-062 026+-037 0524054 071+-062  7283+-372 7524423

“ 95 780 +£- 77 94994079 0.192/0.166 21570 20474 913 100 974+-03 046015 0.16+/-0.12 033+/-0.12 0.46 +/-0.15 7284 +/- 329 7509 +-19

5 % 730 +- 70 0541+-084 0187/0.168 20424 19472 922 100 975+/-02  041+-000  013+-002 028+-005 041+-000  7272+-318  763+-19

o a5 784 +1- 82 0493+-1.18 0192/0167 21682 20568 013 100 974+-03  045+-016  016+-011  032+-011 045+-016  7265+/-387  77.1+-14

7 % 783477 0456 +-152 0183/0167 21645 20454 916 100 974+-02  041+-000  014+-004 020+-006 041+-000  7232+-318  775+-13

8 96 792 «1-80 0404 +-092 0.183/0.167 21888 207,60 914 100 974+-02 042+-009 0.13++-003 029 +/-0.05 042 +-009 70886 +/- 384 T78+-11
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Analysis | Imaging | Summary | Tile Status | TruSeq Controls | Indexing |

Run Summary
Level  Yield Total Projected Total Yield = Yield Perfect Yield <=3 errors  Aligned % Perfect % <=3 errors ~ Error Rate Intensity % Intensity o ._ o4
(G) (G) (G) (G) (%) [Num Cycles] [Num Cycles] (%) Cycle 1 Cycle 20
Read 1 68.5 68.5 6.6 8.0 97.23 82.3(50] 99.6 [50] 047 5698 919 929
Read2(l) 8.2 82 0.0 0.0 0.00 0.0 [6] 0.0 [6} 0.00 5303 0.0 781
Total 76.7 76.7 6.6 80 97.23 823 99.6 047 5500 919 91.1
Read 1
Lane | Tiles Density Cluster PF Phas/Prephas Reads Reads PF % >=Q30 Cycles Aligned Error Rate Error Rate Error Rate Error Rate Intensity % Intensity
(K/mm2) (%) (%) (M) ™) Err Rated (%) (%) 35cycle (%) 75cycle (%) 100 cycle (%) Cycle 1 Cycle 20
1 48 698 +/-85 8195+/-978 0.246/0.166 19288 156.06 93.0 0 00+-00  000+-000 000+-000 000+-000 000+-000 6908+/-397 80.7+-08
2 48 715+/-99 9165+/-259 0.144/0.146 197.79 180.69 957 0 00+-00 000+-000 000+-000 O000+-000 O000+-000 6822+/-386 829+-14
48 496 +/-75 89.68+/-093 0.161/0.179 137.10 12286 96.1 0 000 000+-000 000+-000 000+-000 5966+/-376 948+/-20
<Z('DB 671+/-57 8971+/-476 0.154/0.148 18541 165.87 945 50 07.2+/-38 047 +/-054,0048+/-074 000+/-000 000+-000 5853+/-261 798+-13
5 48 839+/-59 8334+/-1125 0.167/0.145 23193 19256 934 0 00+-00 | 000+-0.00 000+/-000 000+/-000 000+-000 5769+/-407 916+-19
6 48 849 +/-62 82.03+/-945 0212/0.154 23485 19216 914 0 00+-00  0.00+-000 000+-000 000+-000 000+-000 4822+/-353 100.1+-3.0
7 48 829 +/-66 83.27+/-896 0.195/0.154 229.31  190.08 929 0 00+-00  0.00+-0.00 000+-000 000+-000 000+-000 5305+/-376 97.8+/-22
8 48 968 +/-55 ©63.90+/-1566 0.237/0.123 267.74 170.15 874 0 00+/-00 | 0.00+-0.00 0.00+/-0.00 0.00+/-0.00 0.00+-0.00 4137 +/-385 107.3+/-54
Read 2 (1)
Lane | Tiles Density Cluster PF Phas/Prephas Reads Reads PF % >= Q30 Cycles Aligned Error Rate Error Rate Error Rate Error Rate Intensity % Intensity
(K/imm2) (%) (%) (M) (M) Err Rated (%) (%) 35cycle (%) 75 cycle (%) 100 cycle (%) Cycle 1 Cycle 20
1 48 698 +/-85 81.95+/-9.78  0.000/0.000 19288  156.06 92.0 0 0.0+/-00 000+/-000 0.00+/-0.00 0.00+/-000 000+-000 6935+/-378 0.0+-0.0
2 48 715+/-99 91.65+/-259  0.000/0.000 197.79  180.69 955 0 0.0+/-00 0.00+-000 000+/-0.00 0.00+-000 000+-000 6516+/-408 0.0+-00
3 48 496 +/-75 89.68+-093  0.000/0.000 & 137.10 122386 87.9 0 0.0+/-0.0 000+-000 000+-0.00 0.00+-000 0.00+-000 6853+/-365 0.0+-00
4(C) 48 671+/-57 89.71+/-476  0.000/0.000 18541  165.87 0.0 0 00+/-00 0.00+-000 0.00+-0.00 0.00+-000 000+-000 O0+-0 0.0 +/-0.0
5 48 839 +/-59 83.34+/-11.25 0.000/0.000 23193 19256 86.9 0 0.0+/-00 0.00+-0.00 0.00+-0.00 0.00+-000 000+-000 6727 +/-401 0.0+-00
6 48 849 +/-62 8203+/-945  0.000/0.000 23485 19216 915 0 00+/-00 0.00+-000 000+-0.00 0.00+-000 000+-000 5149+/-465 0.0+/-0.0
7 48 829 +/-66 83.27+/-896  0.000/0.000 22931  190.08 929 0 00+/-00 000+-000 000+-000 000+-000 000+-000 6408 +/-423 0.0+-00
8 48 968 +/-55 63.90 +/- 1566 0.000/0.000 267.74 170.15 739 0 00+/-00 0.00+-000 000+-000 0.00+-000 000+-000 3837+/-886 0.0+-00
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» PhiX TechNote:

http://www.illumina.com/documents/product
s/technotes/technote phixcontrolv3.pdf

» lllumina homepage
http://www.illumina.com/

» Seguencing Support
http://support.illumina.com/sequencing.ilmn

Technical Mote: Saequencing

illumina

Using a PhiX Control for HiSeq® Sequencing Runs

A low-concentration spike-in of lllumina PhiX Control v3 provides guality and calibration controls.

Highlights -

» For most Ibraries, Iming recommends using
Phix Controd w3 (Catalog # FC-110-3001) in a low-

For proper cross-tak caicuiation, HSeq Control Softwere [HCS)
v1.3.8, or higher, requires approvmetely equal numbers &nd e least

splke-in (1%) for Improved
qualty control

+ For samples with blas base compasition, use a dedicatad
PhiX control lane to Improve cross-talk and phasing
calculations

+ For samples witn low diversity, use a dedicated contral
lane and & high-concantration spike-In (40% or higher) of
PhiX to create & more divarse set of clusters

" J

What are PhiX Control Librarias?

T the PR
mmnseqmmmmmammm
provids several benatts:

+ Small—Fri hich aigrement
and estimation of ermor rates.

+ Diverse—The PHiX genome contains approvmatety 45% G and
EE AT.

+ Well-Defined —Prib has & wel-defined genome saqLEnce.

luming cluster detection algarthms & optimized eround & belanced

In each of the four bases. Therefore, It Is Impers-

tiva tn have & hatanced represartation of hases at ne baginning of

‘8ach reed, excluding tha Index Aead.

Phasing and Prephasing

mmr\;wm mmsumnamm
par cycle. A smal

ummmmmmumammmp

of jumping & b

Ing rates define the fraction of malecules that become phasad of

praphased per cyce.

Cafcuation of these rates requines 3 balanced End rancom bese
‘COMpostion I cycks 2-12. Any Rbeary that doss nct comprse a ba-
‘ancad base GOMpOStion f2.g., itil Cycke Indesing, restriction enzyme
Ruraries) should Use & control kne.

High GG sempies typically show higher phasing retes. However, T the

‘sampie has good dversity {lor example, whole-genome:
Rhraries with 40-50% GC). | 0025 not fequike & contral lane.

Alignment
EBecause PhiX has 2 small, wal-defined genome seguence. It Is &n ex-

celent slgnment coniral. § & lane containing PRl {oontrol |ane of kow-
‘Concentr=ion spike-ing IS Cesignalad 1o your N, Riaal Time Anayss

ATG, umina Prix Comtrolva, (AT 0 e PR refarence be-
‘With an insart size of 425-525 bp, & & balanced and dvarse Ibrery ‘f‘a"“" e e rates,
hat can halp mitiget o providing en g the un.
aversity Ibreriss.

Benefits of Using a PhiX Control

PR Roraries provide & quality control for Ciuster peneration, Sequenc-
Ing. nd elgnment. and a callbraion control for cross-{alk Mt
Cluster Generation
|mmmuvalsampeuasammwmmw
fhat can be used &8 a

Using a PhiX Control for Unbalanced Samples

wast QEnomic of whaia: ‘sampies have

‘Sampes Gontan Genomas Wi Migh AT o G Content s t1an 0%
or greater than BI%). P
, and

s Pnn( Use 3 cadicated o mprove

TIBIWS whether & lack. Oue to sample s snapreg

mmo«amnmamg&mm Using a PhiX Control for Low Diversity Libraries

Cross-Talk Matrix Generation o ¥ uToer of e
reads have the . This shifts

During an lumina p

the cross-talk due to

lap
AUrng tempiats genarEtion {CUSTer IentMCato) N Cyoes 1-4.

mmmwmwm
Low clversity Can Doour with 50Mme expression studes with = 25%

illumina
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