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National Cooperator Database

3.2mil

lactation records integrated in National
Cooperator Database in 2023

8.5mil

dairy animal genotypes (Dec 31, 2023)

12

breeds represented in the genotypic
database
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4 1mil

4.1 million cows on official milk
recording (DHI, 2021)

1.4mil

genotypes added in 2023

897

of genotypes are Holstein

72

countries with animal genotypes
included in CDCB database

93%

of genotyped animals are female

10%

of genotypes are Jersey



How to Request a Genomic Evaluation CCC_B

“' ; DNA Samples DNA Samples
— —
/‘rH Genomic Nominator Genotyping Lab
— —

Genomic Evaluations Genotypes

Dairy Producer, Animal Owner
or Controller
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How Do Nominators & Labs Enter Data to DB?

* Nominators * Labs
Nomination + pedigree Genotype Files (Sample

-Submission of format1(G,P) | Sheet +Final Report)

through SFTP -Submission through SFTP
-Submission through ONLY
WebConnect
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Data exchanges via files happens in SFTP

“in” folder for incoming files and “out” folder for

outgoing files

Lab gets additional folder called “check”

Files get picked up by our automation if there is no

pending job prior to your submission

Some files in “out” directory are zipped after 24

hours to save storage (20240730.zip)

Genotypes can be loaded from SFTPs only



SFTP vs WebConenct

Comparison SFTP WebConnect
Fase of use Required to follow formatl format ~ Graphical User Interface. User
friendly.
Number of Batch submissions allowed Limitation in number of submission

(Data exchange for batch is available

records+submission
for some data )

Record type flexibility Most record types are accepted Some record types are not
(P,X,C,R etc) supported (such as C, R,D)
System Some infrastructure might needto  No system required.

be built, but automation is possible  Manual work involved
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Genotype Submission

* Labs submit Sample Sheet files (contains sample
info), and Final Report files (contains actual

genotypes) in zipped files to “Check” directory for
QC.

*  Once QCis done, many QC report files are

placed in “out” directory.

» Data QC file contains pass/fail from QC check

* putacomment (if there is any failed metrics), after

investigating the issue and still want to proceed

*  No comments are required for submission that pass QC

check

€€ o

» Placing Data QC file in “in” directory triggers the

system to proceed with loading.
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“Check” Directory

-Sample Sheet File and Final report File are placed by genomic labs
S10ByteDataString SChipFinalReport_SOptionalspecification.zip
S10ByteDataString_SChipSampleSheet SOptionalspecification.zip

done.
S10ByteDataString_SChipSampleSheet/FinalReport_SOptionalspecificat
ion.zip will be generated by the processing program

3. Files are read
by the program

edclob/SLab/Final Report

—* -Files in check directory are processed for
checking by readmode_proc

4. Input filzs are renamed

&. Files sent back
o the lab

11, Qutput files are sent
by email:

W n

ENtaEe

a
A EEnamic canfiets
inator_report
conflicts

b _Par
b _senomic_conflicts
i
L3
5__

g iRz

enoty
eceipts_lzb

“Out” Directory
-Reports (results.510bytedatestring_Schip.zip) from Check process are

placed: key_not_found txt

HDataQC (ab10-byte-date *csv |

MNo_nomination. txt

x_conflicts

Possible Switch.csv

chip_sum_bar.csv

Possible_switch2 csv!
Same_bar_switch.csv!
Same_herd_switch.csv!
No_Match_Sample |ID_10-byte-date txt’
Conflicts_by_plate csv!

Reassigned _genotypes.txt’

* labl|chip||9-byte-date_Mo_Momination.csv

Mo Match_Sample ID_10-byfe-dafe txt
Sample_ID10-byte-dafe txt

count.gt

Lab_Conflicts 10-byte-date.htm

HWE 10-byte-date. html

LowCallSMP 10-byte-date. htm
Genomic_conflicts 10-byte-dafe htm
Parent_Progeny Conflicts 10-byte-dafe htm
PPC_bySNP 10-byte-date htm

-Reports (Slab. 510bytedatestring.Snominator.zip) will be placed at
nominator’s “out” directory after white mode job is complete:

Slab_Genomic_conflicts.htm

Slab_Genotype_Conflicts.csv

Slab_Parentage.csv

Slab_Nominator_Report.csv

5. output filz is
gensrated

10. Qutput file is
gensrated

]

9. Genotypes
loaded

7. File replaced
by the lab

“In” Directory
-DataQC /ab10-byte-date_*.csv with comments (reasons of quality
issues) added by lab will be placed.

B. Files 3

edatestring
" -Files are processed at this directory by

| e edclob_proc

by the program



General Files Distributed for Labs

 Zip file generated from check process PataQC_lab10-byte-date_".csv

results. YYYYMMDDXX_ZZZ.zip

Possible_Switch.csv

. chip_sum_bar.csv
. Conflicts_by_plate.csv
. . . . Reassighed genotypes.txt
» Zip file generated from write mode process
. key _not_found.txt
final.results. YYYYMMDDXX_ZZZ.zip . No nomination.ixt

. No Match _Sample ID_10-byte-date.txt
. Sample_ID10-byte-date.txt

YYYY-Year (2024)
. count.gt

MM- Month (07)
. Lab_Conflicts10-byte-date.htm

DD- Day (30
ay (30) o HWE 10-byte-date.html

XX -Any number or character

ZZZ- chip type (ex 50K for lllumina BovineSNP50 BeadChip. V1)

. Parent_Progeny_Conflicts10-byte-date.htm
. PPC_bySNP10-byte-date.htm
. LowCallSNP10-byte-date.htm

https://redmine.uscdcb.com/projects/cdcb-customer-service/wiki/Files_Generated_During_Check_Process ) Genomic_conflicts10-byte-date.htm (Check_Errors_20200911.csv)

CD"\B . GE1lk_progeny.csv
k/ . Existing_genotype_ negative_key.csv
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Excessive_ Homozygous LABYYYYMMDD.csv (upon loading)



General files distributed tor Nominators

Frequency Event File Name

BRD_MOM_yyyymmdd.csv (xml)

* Files are generated upon briefly 5 occasions. SRD_NOM_yyyymimdd_haplo_data.cov
Weekly Evaluation BRD_MOM.BBRdata.yyyymmdd.csv
. H K _Add_Sire_YYYYMMDD.csv
Weekly, monthly, Tri-annual, upon data O00C_Add_Crst_Dam_ MDD
X _Sugg_Dam_YYYYMMDD.csv
submission, and daily processing (-o job) A

MOM_YYMM.zip/BRD_NOM_YYMM_BBRdata.csv
MOM_YYMM.zip/MOM_YYMM_haplo_data.csv
MOM_Check Fee Code YYMM.csv

Monthly NOM_Supplemental. txt

BRD_MOM_MGS_unlikely_YYMM.csv
2 _Add_Sire YYMM.csv

nOtlflcathnS, QC, and updates XXXX_Add_Cnst_Dam_YYMM.csv

XX _Sugg_Dam_YYMM.csv

* Files include information like: Evaluation,

ID-based breed code |\ o\ e BEREO._BreedConflict YYMM.csv

conflict

Triannual Evaluation Evaluation results available online

notify.yyyymmdd.1
[ N .f f.| I h b h f.| h h k LAB.YYYYMMDDXC . NOM.zip/MOM_LABCHIPYYYYMMDDXX_Mo_Momination.csv
otity tiles might be the Tile that you chec i
LAB.YYYYMMDDXX.MOM.zip/MOM_Genomic_conflicts.htm
m O St freq u e ntly LABYYYYMMDDX X . MOM.zip/MOM_Genotype_Conflicts.csy
Upon data i | .
submission Quality Contro LAB.YYYYMMDDXX.NOM.zip/NOM_Parentage. csv

LAB.YYYYMMDDXX.NOM.zip/MOM_MNominator_Report.csv
LAB.YYYYMMDDXX.NOM.zip/NOM_PGS_unlikely.csv

LAB.YYYYMMDDX . MOM.zip/MOM_Excessive_Homozygous_LABYYYYMMDDX . csv

( :l }l I \B Daily (5:00am and noon) | Update job (-0} | NOM_Parentage_vyyyymmdd_TIMESTAMP.csv

COUNCIL ON DAIRY CATTLE BREEDING https://redmine.uscdcb.com/projects/cdcb-customer-service/wiki/CDCB_general_files_distributed_to_nominators




Nomination YYYYMMDD.1GX

OFHOUSAOOQOOTTT1111THOUSAD000000222222HOUSAO00033333333A1B2C3D4E5F6  20160219B20160312G013HRO0000ONAMEOFANIMAL ET 3505116212

*  Nomination is a process of providing pedigree,

_ T i
assigning a fee code, and indicating what =9
' : : | CDCB (SFT
service you would like to receive. e ~
ot i
*  Nomination should be done before the
. . Nominator I
genotype submission A [ [t e 1}
e | [ Genotping s
N A\ V4 etc
. . . . . Herd/Stud |I ﬁ
*  Notify file will report any nomination related

errors s -
e | will talk more about how to nominate animals 2| .

using WebConnect in my next presentation

B BioGen : -
C E&/ https://redmine.uscdcb.com/projects/cdcb-customer-service/wiki/Create_a_formatiG
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https://redmine.uscdcb.com/projects/cdcb-customer-service/wiki/Format_1


https://redmine.uscdcb.com/projects/cdcb-customer-service/wiki/Create_a_format1G

You Are NOT Done Yetl!!!

Please make sure if the nomination/pedigree was processed

successfully by looking at notify files in your out directory!!!

* notify_VALYYYYMMDD.1GX

Notity whether the animal was nominated successfully or not regardless of

existence of errors.

+ notify_ERR.YYYYMMDD.1[G]X

Notify only if error/change needs to be informed.
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Summary

* Due to the variety and complexity of the data we exchange,
CDCB outputs many kinds of files with different information

(confirmation, error/conflicts, results, notification etc)

» Utilizing CDCB documentation, as well as your own internal

documentation, should help with understanding these files

* Nomination using WebConnect will be discussed in my next

presentation - Stay tuned!
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Thank you
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