
1

GSC GroupsGSC Groups
Analysis and Annotation

Prefinishing

Finishing

Production

Mapping

Technology Development

Informatics

Assembly

Outreach

GSC GroupGSC Group
DesignationsDesignations

Analysis and Annotation

Prefinishing

Finishing

Production

Mapping

Technology Development

Informatics

Assembly

Outreach

Added Value Activities Pipeline Activities



2

GSC RelationshipsGSC Relationships

Analysis and Annotation
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Finishing

Production

Mapping
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Informatics
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Added Value Activities Pipeline Activities

GSC Units ofGSC Units of
MeasurementMeasurement
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Reagents and salaries are charged directly to eachReagents and salaries are charged directly to each
group at the GSC when they are ordered or hired.group at the GSC when they are ordered or hired.

Analysis and Annotation 

Prefinishing

Finishing
Production
Mapping

Technology DevelopmentInformatics

Assembly Outreach

Cost per Sequence Read Cost per base pair

Others

The percent of effort from each support group isThe percent of effort from each support group is
divided among the groups receiving their services.divided among the groups receiving their services.

Analysis and Annotation 

Prefinishing

Finishing
Production
Mapping

Technology DevelopmentInformatics

Assembly Outreach

Cost per Sequence Read Cost per base pair

Others
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Total amount spent for each activity is divided by theTotal amount spent for each activity is divided by the
unit of measurement, reads or bases.unit of measurement, reads or bases.

Analysis and Annotation 

Prefinishing

Finishing
(Production + 90% TechD + 40% informatics)
                 Number of production reads

(Mapping + 5% Techd + 10% informatics)
              Number of BAC end Reads

Technology DevelopmentInformatics

Assembly Outreach

Cost per Sequence Read Cost per base pair

Others

GSC Production Cost per ReadGSC Production Cost per Read

20042004 20052005 CategoryCategory
45% 45% 36%36% Amortized EquipmentAmortized Equipment
20% 20% 21%21% Indirect costIndirect cost
10% 10% 12%12% LaborLabor
  2%2%   7%7% Service ContractsService Contracts
23%23% 24%24% SuppliesSupplies
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GSC Production Cost per Read, Cost per ProductionGSC Production Cost per Read, Cost per Production
Base Pair, and Amortized EquipmentBase Pair, and Amortized Equipment

Assume 1 sequencer and $1,000 amortized equipment per machine:Assume 1 sequencer and $1,000 amortized equipment per machine:

13 runs/day @ 770 base pairs = 1,248 reads/day = 960,960 bases/day13 runs/day @ 770 base pairs = 1,248 reads/day = 960,960 bases/day
$0.80 AE cost/read or $1.04 AE cost/kb$0.80 AE cost/read or $1.04 AE cost/kb

18 runs/day @ 680 base pairs = 1,728 reads/day = 1,175,040 bases/day18 runs/day @ 680 base pairs = 1,728 reads/day = 1,175,040 bases/day
$0.57 AE cost/read or $0.85 AE cost/kb$0.57 AE cost/read or $0.85 AE cost/kb

24 runs/day @ 580 base pairs = 2,304 reads/day = 1,336,320 bases/day24 runs/day @ 580 base pairs = 2,304 reads/day = 1,336,320 bases/day
$0.43 AE cost/read or $0.74 AE cost/kb$0.43 AE cost/read or $0.74 AE cost/kb

Name of Center:               

Organism: Macaque

sm. ins. plasmid1
lg. ins. 

plasmid1
fosmid BAC end sm. ins. plasmid1

lg. ins. 
plasmid1

fosmid BAC end
sm. ins. 
plasmid1

lg. ins. 
plasmid1

fosmid BAC end sm. ins. plasmid1
lg. ins. 

plasmid1
fosmid BAC end sm. ins. plasmid1

lg. ins. 
plasmid1

fosmid BAC end sm. ins. plasmid1
lg. ins. 

plasmid1
fosmid BAC end

# of reads attempted 7,756,592 0 0 215,424 0 0 0 32,448 32,256 0 0 5,184 3,184,032 0 1,344 130,176 3,216,288 0 1,344 167,808 10,972,880 0 1,344 383,232

# of successful reads2 6,895,806 0 0 99,126 0 0 0 19,747 28,038 0 0 2,095 2,853,146 0 849 96,283 2,881,184 0 849 118,125 9,776,990 0 849 217,251

Pass rate3 88.9%   46.0%    60.9% 86.9%   40.4% 89.6%  63.2% 74.0% 89.6%  63.2% 70.4% 89.1%  63.2% 56.7%

Average read length4 669.5 0.0 0.0 532.2 0.0 0.0 0.0 544.7 617.5 0.0 0.0 437.8 621.4 0.0 555.2 567.3 621.4 0.0 555.2 561.2 655.3 0.0 555.2 548.0

Total # of Q20 bases5 4,616,742,117 0.0 0.0 52,754,857 0 0 0 10,755,511 17,312,131 0 0 917,128 1,772,961,816 0 471,333 54,617,178 1,790,273,947 0 471,333 66,289,817 6,407,016,064 0 471,333 119,044,674

# of clones with two successful end 
reads6

3,177,884 0 0 36,391 0 0 0 7,089 12,739 0 0 554 1,290,173 0 354 39,817 1,302,912 0 354 47,460 4,480,796 0 354 83,851

Total # of clones attempted7 4,020,880 0 0 107,701 0 0 0 16,224 16,128 0 0 2,592 1,594,800 0 672 65,664 1,610,928 0 672 84,480 5,631,808 0 672 192,181

Paired end rate13 92% 0% 0% 73% 0% 0% 0% 72% 91% 0% 0% 53% 90% 0% 83% 83% 90% 0% 83% 80% 92% 0% 83% 77%

sm. ins. plasmid1
lg. ins. 

plasmid1
other 

sm. ins. 
plasmid1

lg. ins. plasmid1 other sm. ins. plasmid1
lg. ins. 

plasmid1
other

sm. ins. 
plasmid1

lg. ins. plasmid1 other sm. ins. plasmid1
lg. ins. 

plasmid1
other

sm. ins. 
plasmid1

lg. ins. plasmid1 other

# of reads attempted 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

# of successful reads2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Pass rate3                   

Average read length4 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

Total # of Q20 bases5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

# of clones with two successful end 
reads6

0 0 0 0 0 0 0 0 0.0 0 0 0 0 0 0 0 0 0

Total # of clones attempted7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Paired end rate13 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%

sm. ins. plasmid1
lg. ins. 

plasmid1
other 

sm. ins. 
plasmid1

lg. ins. plasmid1 other sm. ins. plasmid1
lg. ins. 

plasmid1
other

sm. ins. 
plasmid1

lg. ins. plasmid1 other sm. ins. plasmid1
lg. ins. 

plasmid1
other

sm. ins. 
plasmid1

lg. ins. plasmid1 other

# of reads attempted 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

# of successful reads2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Pass rate3                   

Average read length4 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

Total # of Q20 bases5 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

# of clones with two successful end 
reads6

0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Total # of clones attempted7 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Paired end rate13 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%

(please specify)
(please 
specify)

(please 
specify)

(please 
specify)

(please specify)
(please 
specify)

(please specify)
(please 
specify)

(please specify)
(please 
specify)

(please specify) (please specify)

# of reads attempted 0 0 0 0 0 0 0 0 0 0 0 0

# of successful reads2 0 0 0 0 0 0 0 0 0 0 0 0

Pass rate3             

Average read length4 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0

Total # of Q20 bases5 0 0 0 0 0 0 0 0 0 0 0 0

# of clones with two successful end 
reads6

0 0 0 0 0 0 0 0 0 0 0 0

Total # of clones attempted7 0 0 0 0 0 0 0 0 0 0 0 0

Paired end rate13 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0% 0%

Month 3
(January 2005)

Three month total for 
November 1, 2004 - January 

31, 2005

Cumulative total as of January 31, 
20051D. Sequence Production: 

Shotgun Sequencing
Other

Cumulative total as of October 
31, 2004

Month 1
(November 2004)

Month 2
(December 2004)

Month 3
(January 2005)

Three month total for Nov 1, 2004 to Jan 31, 
2005

Cumulative total as of Jan 31, 2005

1C. Sequence Production: 
Shotgun Sequencing 
Fosmid-based

Cumulative total as of October 31, 2004
Month 1

(November 2004)
Month 2

(December 2004)
Month 3

(January 2005)
Three month total for November 1, 2004 to 

January 31, 2005
Cumulative total as of January 31, 2005

1B. Sequence Production: 
Shotgun Sequencing 
BAC-based

Cumulative total as of October 31, 2004
Month 1

(November 2004)
Month 2

(December 2004)

(please specify)

1A. Sequence Production: 
Shotgun Sequencing 
Whole Genome 

Cumulative total as of October 31, 2004
Month 1

(November 2004)
Month 2

(December 2004)
Month 3

(January 2005)
Three month total for November 1, 2004 - January 31, 2005 Cumulative total as of January 31, 2005

Progress Report for Large-Scale Sequencing Grants: Individual Organism Report 0

Washington University in St. Louis

Use the upper tables to detail the sequencing strategies and activities funded for the three month period from November 1, 2004 to January 31, 2005.  Use the lower tables to account for the costs of these activities.  The shaded cells are pre-set to perfo

NHGRI Quarterly Progress Report for Production
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2. Products of Sequencing

a. Whole-Genome Activities8

Total # of pre-finished grade A reads 
9

Total # of pre-finished grade A bp 10

Total # of pre-finished grade B reads 
9

Total # of pre-finished grade B bp 10

Total # of whole genome finished bp

b. BAC-based Activities 11

Total # of pre-finished grade A reads 
9

Total # of pre-finished grade A bp 10

Total # of pre-finished grade B reads 
9

Total # of pre-finished grade B bp 10

Total # of BAC-based finished bp

3.  Data deposits:

a.  Traces

Total # of depositions in the NCBI 
trace repository or made otherwise 
publicly available

b.  Finished sequence

Total phase_2 sequence bp 
deposited in GenBank

Total finished bp deposited in 
GenBank

Non-redundant finishedbp deposited 
in GenBank

4.  Coverage:

Clone coverage12

Sequence coverage 0.619011699 2.1755633441.556551645 0.00358517 0.00607642 0.609350109

12.208096 29.160205

Cumulative total as of October 31, 2004
Month 1

(November 2004)

1.316466667 0.181723667 10.7099056716.952109

Month 2
(December 2004)

Month 3 
(January 2005)

0 0

0 0

Three month total for November 1, 2004 - 
January 31, 2005

Cumulative total as of January 31, 2005

0 0 0 0

0 0 0 0

0 0

6,945,983 0

0 0 0 0

12,553 2,673,670

0 0

Three month total for November 1, 2004 - 
January 31, 2005

Cumulative total as of January 31, 2005

2686223 9632206

Cumulative total as of October 31, 2004
Month 1

(November 2004)
Month 2

(December 2004)
Month 3

(January 2005)

0 0 0 0

0 0

0 0

0 0 0 0

0 0

0 0

0 0

0 0

0 0 0 0

0 0 0 0

0 0

0 0

0 0 0 0

0 0

0 0

0 0

0 0

0 0 0 0

0 0 0 0

Three month total for November 1, 2004 - 
January 31, 2005

Cumulative total as of January 31, 2005

PLEASE DESCRIBE THE PREFINISHING ACTIVITIES AT YOUR CENTER IN A SEPARATE DOCUMENT

0 0 0 0 0 0

Cumulative total as of October 31, 2004
Month 1

(November 2004)
Month 2

(December 2004)
Month 3

(January 2005)

NHGRI Quarterly Progress Report for Finishing

sm. ins. plasmid1
lg. ins. 

plasmid1
fosmid BAC end sm. ins. plasmid1

lg. ins. 
plasmid1

fosmid BAC end

# of reads attempted 7,756,592 0 0 215,424 0 0 0 32,448

# of successful reads2 6,895,806 0 0 99,126 0 0 0 19,747

Pass rate3 88.9%   46.0%    60.9%

Average read length4 669.5 0.0 0.0 532.2 0.0 0.0 0.0 544.7

Total # of Q20 bases5 4,616,742,117 0.0 0.0 52,754,857 0 0 0 10,755,511

# of clones with two successful end 
reads6

3,177,884 0 0 36,391 0 0 0 7,089

Total # of clones attempted7 4,020,880 0 0 107,701 0 0 0 16,224

Paired end rate13 92% 0% 0% 73% 0% 0% 0% 72%

1A. Sequence Production: 
Shotgun Sequencing 
Whole Genome 

Cumulative total as of October 31, 2004
Month 1

(November 2004)

Production Information Captured in the NHGRI Progress Report 

Finishing Information Captured in the NHGRI Progress Report 

3.  Data deposits:

a.  Traces

Total # of depositions in the NCBI 
trace repository or made otherwise 
publicly available

b.  Finished sequence

Total phase_2 sequence bp 
deposited in GenBank

Total finished bp deposited in 
GenBank

Non-redundant finishedbp deposited 
in GenBank

0 0

0 0

6,945,983 0

0 0

Cumulative total as of October 31, 2004
Month 1

(November 2004)
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sm. ins. plasmid*
lg. ins. 

plasmid*
fosmid BAC end

sm. ins. 
plasmid*

lg. ins. 
plasmid*

other 
(specify)

sm. ins. 
plasmid*

lg. ins. 
plasmid*

other 
(specify)

(please specify)
(please 
specify)

8,317,949,538 0 6,798,597 67548784.8 441,990,034 0 0 0 0 0 11,926,497 0

10,309,791$                 -$            20,526$             111,890$              620,817$          -$            -$            -$            -$            -$            21,420$           -$            

0.001239463  0.003019146 0.001656429 0.001404595      0.001796008  

Explanation for 
difference:

Cost Categories

17,300,829                                  
Your "Three Month Total Costs" will be calculated according to the costs you present above, as well as the costs you report for technology development, bioinformatics, mapping, and other activities, which you 
will provide on the attached sheet.  Please pr

Library Making Costs
Please enter funds used for producing libraries

525,266$                                            
Comments regarding library 
activities:

Grand Total Three Month Costs 
(all activities)

BAC-Based Finished Bases

125,749,733

$1,015,361 

 $                        0.00807446 

Whole-Genome Finished 
Bases

0

$0 

   

$180,860 $0 

  $                        0.001777466 

BAC-based Pre-finishing 
Grade "A" Targeted Bases

BAC-based Pre-finishing 
Grade "B" Targeted 

Bases

101,751,332 0

Whole Genome Pre-finishing 
Grade "B" Targeted Bases

1,300,000,000

$621,578 

 $                                   0.000478137 

Whole Genome Pre-finishing Grade 
"A" Targeted Bases

0

$3,623 

   

0%

$$

19%

11%

3,305,788.07$                                                   

1,985,066.26$                                                   

%

44%

0%

5%

Three Month Total Grant Award(s) (all activities, include funds issued for this 
period and carried over from previous periods)

81%

100%

Total Direct Costs 13,993,648.71$                                                 

58,698.00$                                                        

13,690.18$                                                        

17,300,829$                                                      

Amortized Equipment (3 yrs)

Labor

Materials & Reagents

7,694,988.75$                                                   

935,417.46$                                                      

Indirect Costs

Sub-contracts

Travel

Other

OTHER

Number of Q20 bases reported above

ACTIVITY COST TOTALS:

Average Cost per shotgun read and Q20 
basepair for PRODUCTION ONLY activities
(equals the "Activity Cost Total" divided by total # reads or 
bases; this will be calculated automatically)

Sequence Production: Shotgun Sequencing

WHOLE GENOME BAC-based FOSMID-based

Number of targeted bases (pre-finished categories) or 
kilobases (finished categories) reported above

Sequence Production: Sequence in Finishing

Average Cost per read for PRE-FINISHING or kilobase 
for FINISHING activities (equals the "Activity Cost Total" 
divided by total bases; this will be calculated automatically)

ACTIVITY COST TOTALS: 

 $                                               11,438,808 

It is expected that the "Three Month Total Costs" (which is the sum of the "Activity Cost Totals" plus all other activities occurring at your center) will equal the "Three Month Total Grant Award," which includes funds issued to your center for the three 

Total Grant Award amount reflects actual dollars.  Grand Total Three Month Costs include amortized equipment calculations that are not actual expenses.

Three Month Total Costs (production sequencing, prefinishing, finishing and library 
construction) Summed from above 

13,431,132$                                                                                        

19%

Indirect Cost Recoveries -$                                                                   

Grand Total Three Month Costs

3,307,179.84$                                                   

PRODUCTION ONLY costs should include: production-related informatics (including "routine" assembly, annotation and data submission), administrative, sequence production methods improvement aimed at increasing throughput, quality, and or decreasing costs o

Production and Finishing Statistics are used to calculate costs

0

Name of Center:   

$17,300,829

Technology Development Cost Totals  $                                  640,894 Bioinformatics Development Cost Totals  $                               1,649,481 

% of Total Costs 3.70% % of Total Costs 9.53%

Mapping Cost Totals  $                                  803,739 Other Cost Totals  $                                  775,583 

% of Total Costs 4.65% % of Total Costs 4.48%

DESCRIPTION OF ACTIVITIES: Please complete the included Word document describing all the activities associated with the four categories on this worksheet whose funding 
you have accounted for above. Please describe the activities and their corresponding co

Progress Report for Large-Scale Sequencing Grants: Other Activity Costs

TOTAL COSTS: All funds used for all large-scale sequencing activities for the three-month period covered by this report (same as Grand Total 
Three Month Costs "Production Costs - all orgs spreadsheet).

MAPPING COSTS (includes all costs related to the generation of fingerprint maps)

OTHER COSTS (include all other costs for which NHGRI funds are used which are not 
accounted for in the activities listed on this sheet or elsewhere (e.g. community 
coordination costs and outreach costs); this does not include funds for the Minority 
Action

TECHNOLOGY DEVELOPMENT COSTS (includes all costs spent on adaptation of 
new technologies developed elsewhere; implementation/testing of new protocols, 
etc.; excluded are costs spent on methods improvement aimed at increasing 
throughput, quality, and or de

BIOINFORMATICS DEVELOPMENT COSTS (includes all costs related to the 
development of improved bioinformatics methods, e.g. assembly algorithms, annotation 
software and development of production software; excluded are costs associated with 
"routine" assembly

All costs listed below are those not attributed to sequence production (shotgun and finishing) described on the previous worksheet. 

The report also captures other activity costs. These costs
are used to determine what percentage of the budget is
used to support non-sequence related activities
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CONFIDENTIAL

CENTER PERIOD
 SHOTGUN COST 

PRODUCTION MINUS 
EQUIPMENT 

 
S
H
O
T
G

 SHOTGUN COST 
PRODUCTION 

COST 
PERCENTAGE 
DEVOTED TO 
EQUIPMENT

Y1  QTR1 2.14$                                     3.31$                       35%

QTR2 0.70$                                     1.08$                       35%

QTR3 0.58$                                     0.89$                       34%

QTR4 0.52$                                     0.81$                       36%

Y2  QTR1 0.73$                                     1.00$                       28%

Average 0.64$                                     0.98$                       35%
#DIV/0!

Y1  QTR1 1.46$                                     1.90$                       23%

QTR2 1.31$                                     1.77$                       26%

QTR3 1.02$                                     1.29$                       21%

QTR4 0.93$                                     1.11$                       16%

Y2  QTR1 0.84$                                     1.08$                       22%

Average 1.14$                                     1.45$                       22%
#DIV/0!

Y1  QTR1 1.25$                                     1.31$                       4%

QTR2 0.77$                                     1.08$                       29%

QTR3 0.78$                                     1.02$                       23%

QTR4 0.68$                                     0.94$                       28%

Y2  QTR1 0.69$                                     0.90$                       24%

Average 0.86$                                     1.08$                       21%
#DIV/0!

Y1  QTR1 1.24$                                     1.51$                       18%

QTR2 1.23$                                     1.51$                       18%

QTR3

QTR4 1.13$                                     1.39$                       19%

Y2  QTR1 0.66$                                     1.35$                       51%

Average 1.21$                                     1.48$                       18%
#DIV/0!

Y1  QTR1 0.94$                                     1.94$                       52%

QTR2 0.36$                                     0.89$                       59%

QTR3 0.39$                                     1.15$                       66%

QTR4 0.56$                                     1.07$                       48%

Y2  QTR1 0.46$                                     1.00$                       54%

Average 0.54$                                     1.20$                       55%
#DIV/0!

Y1  QTR1 1.78$                                     2.31$                       23%

QTR2 1.25$                                     1.59$                       21%

QTR3 1.20$                                     1.56$                       23%

QTR4 1.33$                                     1.76$                       24%

Y2  QTR1 1.13$                                     1.55$                       27%

Average 1.36$                                     1.77$                       23%

Y1  QTR1 1.22$                                     1.61$                       24%

QTR2 0.78$                                     1.17$                       33%

QTR3 0.70$                                     1.09$                       36%

QTR4 0.57$                                     1.03$                       45%

Y2  QTR1 0.65$                                     0.99$                       34%

Average 0.79$                                     1.15$                       31%

AGENCRT,
BAYLOR,
BROAD,

JCVI,
& WASHU

JCVI

WASHU

NISC

AGENCOURT

BAYLOR

BROAD

LARGE-SCALE SEQUENCING CENTERS

PER Q20 KILOBASE COSTS

COST PER Q20KB
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AGENCOURT BAYLOR BROAD JCVI WASHU NISC AGENCRT,

BAYLOR,

BROAD,

JCVI,

& WASHU

SHOTGUN COST PRODUCTION

SHOTGUN COST PRODUCTION MINUS EQUIPMENT

+

The information provided to NHGRI is used to compare
sequencing centers and monitor costs.

Production Sequencing Cost by Read Number in 1 direction

Total Number of 384 well trays

Total Number of 96 well trays

Total Number of Subclones -                      -                               -                      -                    -                    

One End 1                         1                                  1                         1                       1                       

Total Number of Reads -                      -                               -                      -                    -                    

Total Number of Passing Reads -                      -                               -                      -                    -                    

Percent Success 90% 90% 90% 90% 90%

Cost per read 0.70$                  0.70$                           0.70$                  0.70$                0.70$                

Total Cost for Sequencing Reads -$                    -$                             -$                    -$                  -$                  

Production Sequencing Cost by Read Number in 2 directions

Total Number of 384 well trays

Total Number of 96 well trays

Total Number of Subclones -                      -                               -                      -                    -                    

Two Ends 2                         2                                  2                         2                       2                       

Total Number of Reads -                      -                               -                      -                    -                    

Total Number of Passing Reads -                      -                               -                      -                    -                    

Percent Success 90% 90% 290% 90% 90%

Cost per read 0.70$                  0.70$                           0.70$                  0.70$                0.70$                

Total Cost for Sequencing Reads -$                    -$                             -$                    -$                  -$                  

Production Sequencing Cost by Sequence Coverage

Production - Development Costs

Development - Fosmid libraries 

Development - Cost/Fosmid library 1,000.00$            1,000.00$                     1,000.00$            1,000.00$          1,000.00$          

Development - Total Cost for Fosmid Libraries -$                    -$                             -$                    -$                  -$                  

Development - WGS libraries 

Development - Cost/WGS library 600.00$               600.00$                        600.00$               600.00$             600.00$             

Development - Total Cost for WGS libraries -$                    -$                             -$                    -$                  -$                  

Development - Clone-based libraries (BAC/fosmids)

Development - Cost/Clone-based library 300.00$               300.00$                        300.00$               300.00$             300.00$             

Development - Total Cost for Clone-based libraries -$                    -$                             -$                    -$                  -$                  

Development - Number of Reads 

Development - Cost/Read 2.00$                  2.00$                           2.00$                  2.00$                2.00$                

Development - Total Cost/Read -$                    -$                             -$                    -$                  -$                  

Total Develoment Costs -$                    -$                             -$                    -$                  -$                  

Library Construction Costs

Production - Fosmid libraries 

Production - Cost/Fosmid library 1,000.00$            1,000.00$                     1,000.00$            1,000.00$          1,000.00$          

Total Production Fosmid Library Cost -$                    -$                             -$                    -$                  -$                  

Production - WGS libraries 

Production - Cost/WGS library 600.00$               600.00$                        600.00$               600.00$             600.00$             

Total Production WGS Library Cost -$                    -$                             -$                    -$                  -$                  

Production - Clone-based libraries 

Production - Cost/Clone-based library 300.00$               300.00$                        300.00$               300.00$             300.00$             

Total Production Clone-based Library Cost -$                    -$                             -$                    -$                  -$                  

Total Production Library Construction Cost -$                    -$                             -$                    -$                  -$                  

 Shotgun coverage - up to 7 kb

Genome Size or Size of Clone

Insert Size

Avg. read length (bp)

Desired Seq coverage (X)

Resulting physical coverage -                      -                               -                      -                    -                    

Number of reads in DB -                      -                               -                      -                    -                    

Number of reads attempt. -                      -                               -                      -                    -                    

Cost per read 0.60$                  0.60$                           0.60$                  0.60$                0.60$                

Project Production cost -$                    -$                             -$                    -$                  -$                  

Shotgun coverage  - 7 to 10 kb

Genome Size or Size of Clone

Insert Size

Avg. read length (bp)

Desired Seq coverage (X)

Resulting physical coverage -                      -                               -                      -                    -                    

Number of reads in DB -                      -                               -                      -                    -                    

Number of reads attempt. -                      -                               -                      -                    -                    

Cost per read 0.60$                  0.60$                           0.60$                  0.60$                0.60$                

Project Production cost -$                    -$                             -$                    -$                  -$                  

Fosmid shotgun coverage 

Genome Size or Size of Clone

Insert Size

Avg. read length (bp)

Desired Seq coverage (X)

Resulting physical coverage -                      -                               -                      -                    -                    

Number of reads in DB -                      -                               -                      -                    -                    

Number of reads attempt. -                      -                               -                      -                    -                    

Cost per read 0.60$                  0.60$                           0.60$                  0.60$                0.60$                

Project Production cost -$                    -$                             -$                    -$                  -$                  

Project Totals

Each project total -$                    -$                             -$                    -$                  -$                  

NHGRI costs
are used to figure
the costs for other
collaborators who
access the GSC for
sequencing work -
like Bio 4342

The GSC provides:
Production Sequencing
Prefinishing
Finishing
Analysis
to collaborators at the
university and outside
the university
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Completion Comments Project

2003/12/F LC=0, Prod=0, PF=7, F=25 Human fosmids/BACs/SNPs

2005/12/F LC=563, Prod=340, PF=411, F=999 Mouse BAC shotgun

2005/6/MP BAC end sequencing underway, tiling path across large repeat (80% of the total chromosome)  in Y chromosome, have 6 pairs of primers across 27X96Mouse Y project

2005/12/PFA LC=82, Prod=9, PF=15, F=6, Finishing for Encode Chicken BAC shotgun

2005/12/PFA In prefinishing Chicken 2-4 kb WGS

2005/12/F LC=65, Prod=78, PF=105, F=108, 2000 more expected from EvanChimp BAC shotgun

2004/12/PFA prefinishing done by April 1st, Script to mask repeats then mini round of prefinishingDrosophila yakuba fosmids

2004/12/PFA prefinishing done by April 1st,, Script to mask repeats then mini round of prefinishingDrosophila yakuba WGS

2004/3/P In plating, library pass sequence QC need 1 million fosmid reads, 500,000 templatesMacaque Fosmid End sequences

2005/6/P DONE Schmidtea mediterranea WGS

2005/6/P Library QC underway in techd, mapping fp a few trays, Have fosmids from PieterSchmidtea mediterranea Fosmids

2004/12/F LC=0, Prod=9, PF=11, F=27, new lib from Pietor Platypus BAC shotgun

2005/6/P In production pipeline, 1.5X assembly is running Platypus WGS 4 to 4.3 (5X)

2005/6/P Library Pass QC, Need 1 million reads Platypus Fosmids (0.2X)

2005/6/P In pipeline, Target 1/2 the library now Platypus BES - (.05X)

2005/6/PF more data to come for this, autofinish with plasmids only Caenorhabditis remanei - WGS

2005/6/PF In production, need more DNA for fosmids, autofinish with plasmids onlyCaenorhabditis remanei - fosmids

2005/6/MP Analysis of repeat regions in remanei, single worm amplificationsCaenorhabditis remanei - amplifications

2005/3/F 12 fosmids library underway Caenorhabditis remanei - fosmid shotgun - John

2005/4/P QC plate in EST analysis, send 10 plates, pick for 10,000, estimate redundancy, then more based on the analysisCaenorhabditis remanei - ESTs - John

2005/8/PF Need more DNA, waiting for more DNA, ligation was low titer Caenorhabditis japonica - WGS

2005/8/PF Ready to plate, bringing us 384s and plates to pick Caenorhabditis japonica - fosmids

2005/3/PF 12 fosmids to be finished, need to be picked Caenorhabditis japonica- fosmid shotgun - John

2005/4/P Have tissue for this, waiting on library conditions Caenorhabditis japonica - ESTs

2005/10/PF Library pass QC Caenorhabditis n. sp. PB2801 - WGS - John

2005/10/PF Library underway, talk with John Spieth Caenorhabditis n. sp. PB2801 - fosmids - John

2005/3/PF 12 fosmids to be finished, need to be picked Caenorhabditis n. sp. PB2801 - fosmid shotgun - John

2005/4/P Waiting for tissue for EST library, waiting on library conditions Caenorhabditis n. sp. PB2801 - ESTs

2005/1/P In the pipeline, do only 1X and check for contamination, 10,000 more to survey sequencing are donePristionchus pacificus(California) WGS - Makedonka

2005/1/P New inducible library in QC, Library on site isn't in the inducible vector, Tina's group, one direction onlyPristionchus pacificus(California) fosmids - Makedonka

2005/1/P 12 fosmids to be finished, need to be picked Pristionchus pacificus(California) fosmid shotgun - Makedonka

2005/3/P In the pipeline, do only 1X and then check again, waiting for QC, waiting for fosmidsTrichinella spiralis WGS - Makedonka

2005/3/P Fosmid library in sequence QC Trichinella spiralis Fosmids - Makedonka

2005/3/P 12 fosmids to be finished, need to be picked Trichinella spiralis Fosmid shotgun - Makedonka

2005/6/P Library in QC, from animal 11, Oligo selection,  11 more animals for  het testingPetromyzon marinus WGS (6X)

2005/6/P Library underway, from animal 11, Oligo selection,  11 more animals for  het testingPetromyzon marinus WGS  Fosmids

2005/6/P Estimate for the BAC  library Petromyzon marinus WGS   BES

2005/1/P In the pipeline, 8 x 384, Send to Chip Petromyzon marinus cDNA - Tatiana

2005/4/P Need 4 x 384, Dr. Li's lab is sending a library, sending 2 libraries Petromyzon marinus cDNA - Li Lab - Brain

2005/4/P Need 4 x 384, Dr. Li's lab is sending a library, sending 2 libraries Petromyzon marinus cDNA - Li Lab - Various

2004/12/P Ready for production, libraries underway, het testing done, BAC lib from PieterSumatran orangutan (WGS)

2004/12/P cloned amplification products, fosmids to sequence, food sequence present in larger fraction sizesOxytricha trifallax (6X) WGS

2004/12/PFA In the pipeline Saccharomyces kluverii (yeast) - fosmids

2004/12/PFA DONE Saccharomyces kluverii (yeast) - WGS

2004/12/P DONE Candida sojae

2004/12/P DONE, 15 x 384 Candida species

2004/12/P DONE, need 15 x 384 Candida maltosa

2004/12/P DONE, need 15 x 384 Candida neerlandica

2004/12/P DONE Candida oleophila

2004/12/P DONE, need 15 x 384 Candida dublinensis

2004/12/P DONE, need 15 x 385 Candida tropicalis

2004/12/P DONE, 15 x 384 Candida parapsilosis - Y27772

2004/12/P DONE Candida parapsilosis - Y12969

2004/12/P DONE, need 15 x 384 Candida glabrata

2004/12/P DONE, need 15 x 385 Candida oleophila

2004/12/P DONE, need 15 x 386 Candida sojae

2005/3/P Another 10,000 survery sequence reads in the pipeline, will need more DNA for fosmids, survey sequencing and het testingPhysarum polycephalum (slime mold)

2005/3/P Library in QC, need more DNA for fosmids, need 10,000 survey reads for het testing, might be A/T rich, use a spin column for the fractionBiomphalaria glabrata (snail)

2005/3/P Waiting for DNA until the spring, survey sequencing and hetero testingMonosiga ovata (Choanoflagellate)

2005/3/P Sandy asking Adam about this, Waiting for DNA, het testing, Sanger Center might be doing this projectGorilla gorilla

2005/3/P In het testing, Pzero library pass QC, need more DNA for Pot library,  Male , het testing, BAC lib from PieterCallithrix jacchus (commom marmoset)

2005/3/P Need DNA from the 4 animals in plugs, in het testing, need more DNA for a Pot library, DNA in plugs,  in het testing, MaleHylobates concolor (crested gibbon)

2005/3/P In the pipeline, 10,000 survery sequence reads in the pipeline Acropora milepora (coral) - Gary K. Ostrander 

2005/3/P 10,000 reads in the pipeline Porites lobata (coral) - Gary K. Ostrander

2005/3/P Library underway,  DOE made plugs Acropora palmata (coral) - Gary K. Ostrander

2005/3/P Library underway, pzero library in QC, het testing Symbiodinium (dinoflagellate-coral/sponge symbiot) - Doak

2005/3/P Waiting for DNA until the spring, het testing Convoluta pulchra (acoel flatworm)

2005/3/F More reads in progress Lizard Comparison 

2005/6/F Waiting for DNA, survey sequencing, protist, polyploid, rRNA genes carried on a 14 kb plasmidNaegleria

2005/6/F Waiting for DNA, survey sequencing, protist Reclinomonas 

2005/6/F Waiting for DNA, survey sequencing, protist Spironucleus

2005/6/F Waiting for DNA, survey sequencing, protist Endolimax

2005/6/F Waiting for DNA, survey sequencing, protist Carpediamonas

2005/6/F Waiting for DNA, survey sequencing, protist Retortamonas

2005/6/F Waiting for DNA, survey sequencing, protist Acanthamoeba

UnNamed Organism/Testing

NHGRI Total Reads/Q20s - Actual

NHGRI Total Reads/Q20s - Expected

% to Target

CORE - ACTIVE
2004/12/M Stamping, Email Chlamydomonas Fosmids- Dutcher

2005/3/P Have DNA for fosmids Tripsicum dactyloides (mt) Fosmids

2005/3/P DONE, 4 x 384 Zea parviglumus (mt)

2005/3/P DONE, Finished Zea mays, CMS-T (mt)

2005/3/P 99% Finished Sorghum (mt) - WGS

2005/3/P Library underway, 4 x 384 Sorghum (mt) - Fosmids

2004/12/PA DONE, waiting for assembly with fosmids, 6X Alternaria brassicicola - WGS - Lawrence - 65280

2004/12/PA Library in QC Alternaria brassicicola - Fosmids - Lawrence- 65280

2004/12/PA Get this from Sandy, is this from the fp library, Chris Lawrence will pick the clone, One finished BACAlternaria brassicicola - BAC - Lawrence- 65280

2004/12/PA University of Colorado is making the library, construction of a BAC map, and BESAlternaria brassicicola - BAC mapping - Lawrence- 65280

2005/3/P DONE, checking for more ligation Alternaria - cDNA - Lawrence

2004/12/M Map construction with the in house fosmids Acetobacter aceti - Map

2005/8/FA Fosmid library ready to go, Jim check on a no cost extension Salmonella Paratyphi B

2006/8/FA Need to work out a timeline for this with Bob and Kim Citrobacter koseri (diversus) WGS

2006/8/FA Need to work out a timeline for this with Bob and Kim Citrobacter koseri (diversus) WGS

2006/8/FA Need to work out a timeline for this with Bob and Kim Enterobacter sakazakii

2006/8/FA Need to work out a timeline for this with Bob and Kim Enterobacter sakazakii

2006/8/FA Need to work out a timeline for this with Bob and Kim Salmonella diarizonae

2006/8/FA Need to work out a timeline for this with Bob and Kim Salmonella diarizonae

2006/8/PFA Need to work out a timeline for this with Bob and Kim Salmonella arizonae

2006/8/PFA Need to work out a timeline for this with Bob and Kim Salmonella arizonae

2005/3/P In the pipeline, 2X, Ligations c failed #21,e & f pass QC Pristionchus maupasi - Sommer

2005/3/PF 1X coverage in the pipeline, Post data to the FTP site, Passes QC, 6.0XBacterioides thetaiotamicron 3731 - WGS - Gordon/Ruth Ley

2005/3/PF Library underway for fosmids, 3.0X Bacterioides thetaiotamicron 3731 - Fosmids - Gordon/Ruth Ley

2005/3/PF 1X coverage in the pipeline, hold until 3731 is done, Post data to the FTP site, 5.5X WGS, 0.5X fosmidsBacterioides thetaiotamicron 7330 - WGS - Gordon/Ruth Ley

2005/3/PF Library in QC, 5.5X WGS, 0.5 Fosmids Bacterioides thetaiotamicron 7330 - Fosmids - Gordon/Ruth Ley

2005/3/PF 6.5 to 9.5 kb insert, one library passed QC, extra bands in the picture, gel extracted, 6X coverage, 5.5X PF, 0.5X fosmidsBacterioides WH2 - WGS - Gordon

2005/3/PF Fosmid library underway, extra bands, make two new libraries, sonication and shearing, libraries in QC, failed QC due to high partials, data was poor, extra bands in the picture, gel extracted, 6X coverage, 5.5X PF, 0.5X fosmidsBacterioides WH2 - Fosmids - Gordon

2005/3/F DONE, 6.5X Methanobrevibacter smithii - WGS - Gordon/Buck Samuel

2005/3/F Library needs reQC, 1.5X Methanobrevibacter smithii - Fosmids - Gordon/Buck Samual

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 11

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 13

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 19

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 23

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 24

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 25

2005/2/P Reinoculate, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 16

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 17

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 26

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 28

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 45

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 49

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 51

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 52

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 56

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 57

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 58

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 59

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 60

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 61

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 62

2005/4/P ASAP, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 63

2005/4/P ASAP, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 64

2005/4/P ASAP, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 65

2005/4/P ASAP, In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley 66

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley H4

2005/4/P In the pipeline, 1 x 384, UP/RP - 1 x 384, dilute 1:10 before sequencingRuth Ley H6

2005/1/F Finished, 95% Bacteriodes vulgatus  WGS - Gordon

2005/1/F Finished, 95% Bacteriodes vulgatus Fosmids - Gordon

2005/3/F Library in QC, 5.5X WGS, 0.5 Fosmids Eubacteria rectale - WGS - Gordon

2005/3/F Check for DNA, 5.5X WGS, 0.5 Fosmids Eubacteria rectale - Fosmids - Gordon

2005/3/F Library underway, what are we doing for this project? Eubacterium eligens - Gordon

2005/3/F In finishing, 95% Bacteriodes distasonis - Gordon

2005/6/P 30,000 - 2 different libraries - 10,000 each - 3 reads off of each, special program for thisHuman gut mircobiota - Gordon - amplification cloning 

2005/6/P Get some test plates from Lovett's lab Gut Stem Cell - 
2005/3/P In production, 4, 1 kb/4 kb, 3.5-4.3, 15 x 384, 4 are done Justin Fay Saccharomyces m22

2005/3/P In production, 4, 1 kb/4 kb, 3.5-4.3, 15 x 384, 4 are done Justin Fay Saccharomyces YPS163

2005/6/P Need DNA, 8X Peronospora - WGS

2005/6/P Not planned for, but possibly, 8X Peronospora - Fosmids

2005/4/P Needs 1 x 96 for class and bead prep supplies Spellman Project - Carla Easter- April 12th

2005/1/P DONE, 5' only, 5,000 reads only for now, 35 x 384 Hydra - UCI6 - Dr. Boda

2005/1/P In the pipeline, Try 3' again, 10,000  reads Hydra - UCI7 - Dr. Boda

2005/1/P DONE, 76%, analysis report, 5' reads good, 3' reads poor, polyT were longHydra - UCI8 - Dr. Boda

2005/1/P Holding per Dr. Bode Hydra - Keil6 - Dr. Boda

2005/1/P Holding per Dr. Bode Hydra - Keil7 - Dr. Boda

Hydra - HYEchJumy1 - Dr. Boda

2005/2/P In the pipeline, 41 x 384, bacterial contamination Hydra - HYEchJumy2 - Dr. Boda

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Total 24 DAFB - Makedonka 

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Juice Sac 38DAFB - Makedonka 

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Peel 38DAFB - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Albedo 80DAFB - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Flavbdo 80DAFB - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Albedo 165DAFB - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Flavedo 165DAFB - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Albedo mature - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus- Flavedo mature - Makedonka

2005/1/P 3 x 384 done for all of them, one end only $20K - Citrus - Juice Sac mature - Makedonka

2005/3/P In production, 7 tubes of DNA that don't have anything in them - check pictures for this oneStrongyloides ratti - Makedonka - PNP-MRC

2005/2/P DONE, 1X Ancylostoma caninum - WGS - Makedonka -  PNP/NIH

2005/3/P QC in production, ask Makedonka about this Ascaris suum - ESTs - Makedonka - PNP/NIH

2005/6/P QC in production, ask Makedonka about this Pristiouchus pacificus (California) - ESTs -L1- Makedonka

2005/6/P Have Total RNA here in house Pristiouchus pacificus (California) - ESTs -L2-Makedonka

2005/6/P Have Total RNA here in house Pristiouchus pacificus (California) - ESTs -L3-Makedonka

2005/3/P Have new project sheets, 1 x 384 for testing, 10,000 to follow Ricinus communus SI cDNA library - castor bean - McCarter

2005/3/P Have new project sheets, 1 x 384 for testing, 10,000 to follow Ricinus communus LI cDNA library - castor bean - McCarter

2005/2/P Contact Tim Schedl about his clones to rearray Rearray of Elegans clones - Tim Schedl

2005/2/P DONE, filling out project sheet Fosmid - TJ Kappock

2005/1/P Post to an FTP site, sending a new plate, waiting for the project sheet, waiting to hear backDebbie Badillo/Nora Lapitan - Colorodo State

2005/2/MP Waiting on more ligations, 15 more plates, need transformations Amplification Subclone Sequencing - Peng

2005/3/P 24, 1ml, 1:10, 1:20, 1:30, 1:40, TNTC RDA34 - TianXiang - Virgin

2005/3/P Replating to check titers, TNTC RDA35 - TianXiang - Virgin

2005/3/P Replating to check titers, TNTC RDA36 - TianXiang - Virgin

2005/3/P Replating to check titers, TNTC RDA37 - TianXiang - Virgin

2005/6/F Library Underway J_AA081D03  

2005/6/F Library Underway J_AA046G16

2005/6/F Library Underway J_AA172N08

2005/6/F Library Underway JB013E05

2005/6/F Library Underway J_AA183A10

2005/6/F Library Underway J_AA071A16

2005/6/F Library Underway J_AA131E06

2005/6/F Library Underway JB016L19

2005/6/F Library Underway J_AA078E22

2005/6/F Library Underway J_AA075N04 

2005/6/F Library Underway J_AA149N06

2005/6/F Library Underway JB049F22

2005/6/F Library Underway J_AA114G22

2005/6/F Library Underway JB016O05

2005/P In the pipeline Gaffney - sequencing

2005/6/P 10,000 more reads to sequence, they will send the library to us Sarcocystis - Sibley, University of Kentucky, Dan Howe

2005/MP Samples in sequencing, 4:1 sequencing Miller - Amplification Sequencing

2005/P FTP of data is completed 5th floor - Laura Lankton

2005/12/PF 0.2X Fosmids, need new DNA for this Cyanothece - Fosmids - Himadri Pakrasy

2005/12/A 150 kb BAC clone, have stock in library core Herpes Virus BAC clone

MP-ACTIVE
2005/4/MP Brew with buffer compared to original data is done, 4:1 failed, repeat this week by Friday, comparison report on March 31stBessler - hTERC
2005/4/MP Primer validation report pending on resequences, 4 amplicons with the 12 nanodropped at 1:10, data pending for this, end of this week?, one amplicon with thet template, renanodropped at a 1:10, list ones that we don't have enough DNA for this week, 36 ampPTPRF - Ming You

2005/3/MP Waiting on Dr. Virgin, directed reactions being sequenced in finishing, received large amplification products - data looking betterMouse Norovirus

2005/3/30/MP DONE, Two more amplicons done by end of the week - one for KRAS, one for FLT3NRAS/FLT3 - Tim Graubert

2005/4/30/MP Four amplicon with the FFPE samples looked good, 3 more to be completed by the end of next weekEGFR-FFPE-TK domain - Govindan

2005/4/30/MP ABI1 primers ordered, Lochlan's primers too, where is this templateDavid Holtzman - ABCa1 

2005/MP Scale-up 20,000 reads/month Tim Ley - PPG

2005/MP WGA testing, more tumor samples for this, 20,000 reads/month Harold Varmus - Kinase

2005/MP DONE, 4:1 sequencing Gurnett - Amplification Sequencing

2005/MP DONE, 4:1 sequencing Urban - Quiri - Amplification Sequencing

2005/MP DONE, Yumi is contacting them Urban- Vishwa - Amplification Sequencing

2005/MP 4 x 96 underway, 4:1 mix Swaine Chen/Hultgren - Amplification Sequencing

2005/4/8MP Underway, 4:1 mix Bowcock - Amplification Sequencing

2005/2/MP Waiting for DNA indefinately DNAi1 - Ferkol

2005/12/MP January 2006, 40 amplicons with 24 DNA, 48 DNA EGFR - Fracasso

At any one time the GSC has several 
ongoing projects for both NHGRI and
outside collaborators

All of the projects are tracked weekly
to ensure they move quickly through
the pipeline

This is the current list of projects.

Project Totals Target Diff Gsize 10/03 11/03 12/03 01/04 02/04 03/04 04/04 05/04 06/04 07/04 08/04 09/04 10/04 11/04 12/04 01/05 02/05 03/05 04/05 05/05 06/05 07/05 08/05 09/05 10/05 11/05 12/05 01/06 02/06 03/06 04/06 05/06 06/06 07/06 08/06 09/06

Human fosmids/BACs/SNPs 0.50 0.500 0.000 3.000 0.00 0.00 0.01 0.00 0.00 0.00 0.18 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.02 0.02 0.02 0.02 0.02 0.02 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01

Mouse BAC shotgun 4.00 4.000 0.000 3.000 0.37 0.19 0.34 0.12 0.22 0.08 0.27 0.22 0.03 0.03 0.03 0.14 0.10 0.08 0.09 0.12 0.25 0.25 0.25 0.25 0.25 0.32

Mouse Y project 0.03 0.030 0.000 3.000 0.03 0.00 0.00 0.00

Chicken BAC shotgun 0.30 0.300 0.000 1.200 0.02 0.03 0.05 0.03 0.01 0.00 0.01 0.02 0.07 0.06

Chicken 2-4 kb WGS 1.21 1.209 0.000 1.200 1.21

Chimp BAC shotgun 4.00 4.000 0.000 3.000 0.29 0.41 0.14 0.02 0.14 0.07 0.04 0.02 0.01 0.73 0.02 0.20 0.07 0.26 0.14 0.09 0.05 0.05 0.10 0.10 0.10 0.10 0.10 0.10 0.10 0.16 0.20 0.20

Drosophila yakuba fosmids 0.20 0.200 0.000 0.200 0.12 0.00 0.08

Drosophila yakuba WGS 2.30 2.302 0.000 0.200 1.11 0.92 0.27 0.00 0.00 0.00 0.00

Macaque Fosmid End sequences 1.00 1.000 0.000 3.000 0.00 1.00

Schmidtea mediterranea WGS 12.48 12.479 0.000 0.800 0.56 1.24 0.11 0.08 0.03 0.01 3.71 3.04 3.68 0.02

Schmidtea mediterranea Fosmids 0.60 0.600 0.000 0.800 0.60

Platypus BAC shotgun 0.20 0.200 0.000 3.000 0.00 0.04 0.01 0.01 0.00 0.06 0.08

Platypus WGS 4 to 4.3 (5X) 30.00 30.000 0.000 3.000 0.00 0.00 1.05 1.21 5.05 4.95 2.29 2.75 3.90 4.00 1.1740 1.61 2.00

Platypus Fosmids (0.2X) 0.90 0.900 0.000 3.000 0.00 0.01 0.00 0.45 0.44

Platypus BES - (.05X) 0.20 0.200 0.000 3.000 0.05 0.05 0.10

Caenorhabditis remanei - WGS 1.52 1.519 0.000 0.100 1.50 0.01 0.00 0.00

Caenorhabditis remanei - fosmids 0.15 0.150 0.000 0.100 0.04 0.01 0.08 0.03

Caenorhabditis remanei - amplifications 0.00 0.001 0.000 0.100 0.00

Caenorhabditis remanei - fosmid shotgun - John 0.01 0.010 0.000 0.100 0.01

Caenorhabditis remanei - ESTs - John 0.010

Caenorhabditis japonica - WGS 1.50 1.500 0.000 0.100 0.00 1.50

Caenorhabditis japonica - fosmids 0.04 0.040 0.000 0.100 0.04

Caenorhabditis japonica- fosmid shotgun - John 0.01 0.010 0.000 0.100 0.01

Caenorhabditis japonica - ESTs 0.010

Caenorhabditis n. sp. PB2801 - WGS - John 1.50 1.500 0.000 0.100 1.50

Caenorhabditis n. sp. PB2801 - fosmids - John 0.04 0.040 0.000 0.100 0.04

Caenorhabditis n. sp. PB2801 - fosmid shotgun - John 0.01 0.010 0.000 0.100 0.01

Caenorhabditis n. sp. PB2801 - ESTs 0.010

Pristionchus pacificus(California) WGS - Makedonka 1.20 1.400 -0.200 0.100 0.00 0.00 0.01 0.00 0.00 1.18

Pristionchus pacificus(California) fosmids - Makedonka 0.04 0.040 0.000 0.100 0.04

Pristionchus pacificus(California) fosmid shotgun - Makedonka 0.01 0.010 0.000 0.100 0.01

Trichinella spiralis WGS - Makedonka 4.00 4.000 0.000 0.270 0.00 0.00 4.00

Trichinella spiralis Fosmids - Makedonka 0.22 0.220 0.000 0.270 0.22

Trichinella spiralis Fosmid shotgun - Makedonka 0.01 0.010 0.000 0.270 0.01

Petromyzon marinus WGS (6X) 25.50 25.000 0.500 2.400 0.01 0.00 0.00 0.00 0.00 4.48 6.50 6.50 5.50 2.50

Petromyzon marinus WGS  Fosmids 2.00 2.000 0.000 2.400 1.00 1.00

Petromyzon marinus WGS   BES

Petromyzon marinus cDNA - Tatiana 0.31 0.307 0.004 2.400 0.00 0.00 0.00 0.31

Petromyzon marinus cDNA - Li Lab - Brain 0.77 0.768 0.000 2.400 0.38 0.38

Petromyzon marinus cDNA - Li Lab - Various

Sumatran orangutan (WGS) 19.00 19.000 0.000 3.600 0.00 0.00 0.00 4.50 6.00 6.49 2.00

Oxytricha trifallax (6X) WGS 0.80 0.800 0.000 5.000 0.00 0.00 0.03 0.01 0.00 0.08 0.08 0.18 0.18 0.16 0.08

Saccharomyces kluverii (yeast) - fosmids 0.08 0.075 0.000 0.011 0.05 0.00 0.00 0.01 0.00 0.01

Saccharomyces kluverii (yeast) - WGS 0.09 0.089 0.000 0.011 0.08 0.00 0.00 0.00

Candida sojae 0.03 0.027 0.000 0.011 0.02 0.01

Candida species 0.01 0.012 0.000 0.011 0.00 0.01

Candida maltosa 0.01 0.012 0.000 0.011 0.00 0.01

Candida neerlandica 0.01 0.012 0.000 0.011 0.00 0.01

Candida oleophila 0.01 0.007 0.000 0.011 0.01

Candida dublinensis 0.01 0.012 0.000 0.011 0.00 0.01

Candida tropicalis 0.01 0.012 0.000 0.011 0.01

Candida parapsilosis - Y27772 0.02 0.019 0.000 0.011 0.00 0.01 0.01

Candida parapsilosis - Y12969 0.01 0.014 0.000 0.011 0.01

Candida glabrata 0.01 0.012 0.000 0.011 0.01

Candida oleophila 0.01 0.012 0.000 0.011 0.01

Candida sojae 0.01 0.014 0.000 0.011 0.01

Physarum polycephalum (slime mold) 0.01 0.010 0.000 0.300 0.01

Biomphalaria glabrata (snail) 0.02 0.010 0.012 1.000 0.02

Monosiga ovata (Choanoflagellate) 0.01 0.010 0.000 0.050 0.01

Gorilla gorilla 0.00 0.010 -0.010 3.500

Callithrix jacchus (commom marmoset) 0.02 0.021 0.000 3.400 0.00 0.02 0.00

Hylobates concolor (crested gibbon) 0.01 0.012 0.000 3.200 0.00 0.01

Acropora milepora (coral) - Gary K. Ostrander 0.01 0.010 0.000 1.000 0.01

Porites lobata (coral) - Gary K. Ostrander 0.01 0.010 0.000 1.000 0.01

Acropora palmata (coral) - Gary K. Ostrander 0.01 0.010 0.000 1.000 0.01

Symbiodinium (dinoflagellate-coral/sponge symbiot) - Doak 0.01 0.010 0.000 0.01

Convoluta pulchra (acoel flatworm) 0.01 0.010 0.000 0.01

Lizard Comparison 0.000 0.000 0.00

Naegleria 0.100 0.00

Reclinomonas 0.00

Spironucleus 0.00

Endolimax 0.00

Carpediamonas 0.00

Retortamonas 0.00

Acanthamoeba 0.00

UnNamed Organism/Testing 58.63 0.020 58.608 0.16 0.30 0.20 0.06 0.09 0.12 0.10 0.10 0.10 0.10 0.10 0.10 0.10 0.10 0.10 0.10 0.10 3.00 6.70 6.70 6.70 6.70 6.70 6.70 6.70 6.70

The GSC Production Schedule for NHGRI
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WUGSC Wilson PROJECTED Q20 base pairs PER MONTH (in MILLIONS)

Organism Strategy

Overall 
Project 

Seq. Cov.
Center Seq. Cov.

NOV DEC JAN (2004) FEB MAR APR MAY JUN JUL AUG SEPT OCT NOV DEC JAN (05) FEB MAR APR MAY JUN

Homo sapiens BAC/WGS 8X 8X 21 21 26 33 115 55 99 3 7 1 1 1 0 0 0 25 14 14 14 14

Mus musculusC57BL BAC/WGS 8X 8X 99 191 70 155 44 153 119 64 33 17 68 51 49 47 40 171 170 170 170 170

Gallus gallus gallus BAC/WGS 6X 6X 163 378 17 6 1 0 0 0 0 0 0 0 7 10 38 37 0 0 0 0

Pan troglodytes BAC/WGS 6X 6X 270 119 957 1574 407 2159 1340 625 5 45 105 33 139 65 30 35 34 68 68 68

Drosophila yakuba WGS 6X/1X 6X/1X 0 691 605 192 36 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Drosophila simulans WGS 6X 6X 91 3 195 177 156 127 389 13 172 17 203 0 0 0 0 0 0 0 0 0

Xenopus BAC ends 0.2X 0.2X 0 0 0 0 0 0 0 0 0 0 0 15 0 0 0 0 0 0 0 0

Macaca mulatta WGS 6X 2X 0 0 0 0 0 1 114 1241 2440 826 17 28 11 18 1828 679 0 0 0 0

Schmidtea mediterranea WGS 6X 6X 796 69 0 57 20 1 10 1 7 2230 1904 1764 9 0 0 408 0 0 0 0

Ornithorhynchus anatinus WGS/BAC 8X 8X 0 0 2 0 0 68 40 6 20 3 577 585 2667 2523 1177 1955 2990 3087 798 1097

Caenorhabditis remanei WGS 6X 6X 0 0 0 0 1071 8 0 0 9 2 0 27 1 0 1 18 7 0 0 0

Caenorhabditis japonica WGS 6X 6X 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1046 0 7 0 0

Caenorhabditis n. sp. PB2801 WGS 6X 6X 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1047 0 7 0

Pristionchus pacificus WGS 6X 6X 0 0 0 0 0 0 0 0 0 0 0 2 4 2 1 0 0 832 0 7

Lamprey WGS/BAC 8X 8X 0 0 0 0 0 24 0 0 0 1 0 0 0 0 0 2 209 261 261 0

Sumatran orangutan IS 6X 3x 0 0 0 0 0 0 0 0 0 0 0 8 1 0 1 0 0 0 0 3060

Oxytricha trifallax IS 6X 6X 0 0 0 0 0 0 0 0 0 3 2 10 6 3 0 54 54 119 119 109

Saccharomyces WGS 6X 6X 0 0 0 0 0 0 0 2 0 47 0 0 1 3 3 6 0 0 0 0

Biomphalaria glabrata IS 0 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0

Physarum polycephalum IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Monosiga ovata IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0  0 7 0 0 0

Callithrix jacchus IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0

Microcebus murinus IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

Hylobates concolor IS 0 0 0 0 0 0 0 0 0 1 0 4 2 0 0 0 0 0 0 0

Acropora milepora (coral) IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0

Porites lobata IS 0 0 0 0 0 0 0 0 0 1 0 4 1 0 0 0 0 0 0 0

Acropora palmata IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0

Symbiodinium IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0

Convoluta pulchra IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0 0

Lizard Comparison IS 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 0

Unnamed Organism/Testing IS 25 15 28 36 38 79 4 23 16 52 48 91 33 25 57 68 68 68 68 68

NHGRI Large-Scale Sequencing Centers: PROJECTED Q20 base pairs PER MONTH (in MILLIONS)

The schedule of reads are turned into a report with Q20 bases
for NHGRI. Goals are evaluated quarterly.

GSC ProductionGSC Production
20042004 20052005
3.1M 3.1M 7.0M7.0M Reads Per MonthReads Per Month
770 bp770 bp 680 bp680 bp Read LengthRead Length
92% 92% 92%92% Percent SuccessPercent Success

44   44 ManagersManagers
1010   99 CoordinatorsCoordinators
40 40 5050 TechniciansTechnicians
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Production GoalsProduction Goals
New Sequencing TechnologiesNew Sequencing Technologies

Decrease labor and supply costsDecrease labor and supply costs

LowerLower  amortized equipment costsamortized equipment costs

Production ProjectsProduction Projects
Alignment with prefinishingAlignment with prefinishing

Mutational ProfilingMutational Profiling
Increase in special projectsIncrease in special projects

Refine database toolsRefine database tools
Loss Prevention/MonitoringLoss Prevention/Monitoring
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GSC PrefinishingGSC Prefinishing
40 MB per month40 MB per month

400 clones per month400 clones per month
Prefinished 12 genome projectsPrefinished 12 genome projects

1 manager1 manager
1 coordinator1 coordinator
8 technicians8 technicians

Prefinishing Prefinishing DataData
Before Prefinish

7+ ctgs

6 ctgs

5 ctgs

4 ctgs

3 ctgs

2 ctgs

1 ctg

After Prefinish

7+ ctgs

6 ctgs

5 ctgs

4 ctgs

3 ctgs

2 ctgs

1 ctg
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Prefinishing GoalsPrefinishing Goals
Increase AutomationIncrease Automation

Complete Oracle IntegrationComplete Oracle Integration
Increased role of freezer coreIncreased role of freezer core

Tools for whole genome projectsTools for whole genome projects
Alignment of sorters withAlignment of sorters with

pathfinderspathfinders

GSC FinishingGSC Finishing
50 MB per month50 MB per month

270 clones per month270 clones per month
Finished 6 whole genome projectsFinished 6 whole genome projects

4 managers4 managers
1 assistant coordinators1 assistant coordinators

40 finishers40 finishers
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Finishing GoalsFinishing Goals
Integration into Oracle dbIntegration into Oracle db

Implementation of automationImplementation of automation
Organization of finishing groupsOrganization of finishing groups

Improved draft sequenceImproved draft sequence
Map and sequence integrationMap and sequence integration
Decrease cost of a finished baseDecrease cost of a finished base


