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GENOME BROWSER DEPENDENCIES

genomewiki

html files

gbdb files

mysql databases
stored locally

hgnfs1

hgcentral DB
Jtrash
/userdata
bottleneck

genome-mysq|

hgw1 and hgw2
AKA genome.ucsc.edu
AKA the RR

hgdownload

blat1a-blat1d

custom track DB

customdb
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BETA TESTING DEPENDENCIES

hgnfs1

html files

gbdb files

mysql databases
stored locally

hgcentral DB
Jtrash
/userdata
bottleneck

blat1a-blat1d

custom track DB

customdb
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BROWSER DEVELOPMENT DEPENDENCIES

the hive

/hive

html files (/gbdb)
mysql databases

stored locally

[cluster/home

blat1a-blat1d

hgwhome




MYSQL DATA FLOW (EXCEPT HGCENTRAL)

genbank updates to
hgwdev using
mygbpush

tables created

genbank

hgwdev rsync (Fri PM)

genbank updates to
RR (Sat)

RR genbank updates (Sun)

(hgwO, hgw1,
hgw2)

weekly rsync (Sun AM genome-euro/asia

nightly rsync

genome-mysq|




MYSQL HGCENTRAL FLOW

Tables edited by developers

thdeV 1= 1= =0 = 0= 0= = -
genome-preview
Tables edited by QA No user or session bBs
(Friday evening)
hgwbeta ¥ H

RR

genome-euro/asia

automatic hourly rsync
No user or session DBs
automatic weekly rsync
No user or session DBs
(Sunday morning)

hgdownload




CGI DATA FLOW

thd ev Developers test CGls in sandboxes
automatic weekly rsync
(Friday evening)
genome-preview
thbeta LEMEMEME H\ ik H? Buildmeister builds and QA tests CGls

QA tests CGls

hgwO

RR IR

genome-euro/asia

Buildmeister builds and releases CGlI

hgdownload TEMEME EH;H\; ik H; ﬁ source code after approved by QA




hgwdev

(Really from the hive)

hgwbeta

RR

hgdownload

GBDB DATA FLOW

weekly rsync backups
(Wed, Thu, Fri)

genome-preview

(Really from the backups)

Automatic weekly rsync
(Sunday morning)

genome-euro/asia



STATIC DOCS DATA FLOW

: automatic weekly rsync
R (Friday evening)

thdeV ;HHE\HEH\E\HE\H;HH;HH;H\g

htdocs files pushed
from hgwdev, or
created on hgwbeta

genome-preview

thbeta HH;\H HGH\;H\ gHHEHH H\é

Push request to cluster-admin

RR

Nightly rsync to
htdocs-rr on hgdownload

genome-euro/asia

, htdocs-hgdownload
B H L H e files pushed to
hgdownload [EEEEREEEEN RN ; hgdownload by
» 11001 0= A= = = Push request to
cluster-admin



DOWNLOAD DATA FLOW

hgwdev

(Really from the hive)

hgdownload

Push request to
cluster-admin
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GBIB DEPENDENCIES

Igbdb

mysq| files

hgdownload

genome-mysq|l




BACKUPS

AREA APPROXIMATE SIZE
Home directories A few TBs

The Hive A few PBs

Cirm data Hundreds of TBs

BACKUP FREQUENCY

Daily (5)
Weekly (3)
Monthly (3)

Snapshots:
Daily (7), Monthly (12)
Archive: Once a week.

Archive: Once a week.

e Directories named tmp, temp or *nobackup will not be archived



PRODUCTION DISASTER RECOVERY

A Archive everything under /userdata daily
A Archive mysqgl data from customDataNN daily
4 Make a daily dump of hubStatus table
d  Keep daily dumps for a month
1 Keep one monthly dump for each month of year
d Make a weekly dump of namedSessions table
4 Rotate through 4 weekly dumps
4 Keep 2 latest monthly dumps



IN CASE OF EMERGENCY

IF THIS FAILS THIS MAY HELP
hgwdev genome-preview
mirrors by Gill (Stanford) or Michael
(Germany)
hgwbeta hgwO (mostly) + backups
RR run on remaining machine, or hgwO
hgdownload hgdownload?2
customdb customdb-b (live replication machine)
genome-mysq| convert RR machine (or hgwO)
hgnfs1 hgnfs1-b (live replication of hgcentral)

blat blatx (most popular blat servers)



