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Supplemental Data:
Table 1. Differentially-expressed genes at 72hrs after light onset, rank
ordered by log2 difference in average fluorescence intensity between

control and experimental chips (see column M).

Supplemental Figure 1. Housing pigmented zebrafish to intense bright
fluorescent light induces photoreceptor loss followed by regeneration.
Panels a-e illustrate Nissl-stained sections from control retina (a) and retinas
exposed to bright, constant light for 24hrs (b), 72hrs (c), 10 days or (d) 10 days
following by 18 days of recovery. Panels f-g illustrate quantitative measurements
of the photoreceptor, outer nuclear and rod nuclear layers, respectively (see
panel a), normalized to the thickness of the inner nuclear layer. Note that there is
a significant decrease in the thickness of the various layers starting at 72h of light
exposure. Panels i-k illustrate analysis of rhodopsin, red opsin and PCNA
expression by quantitative real-time PCR. ROS, rod outer segments; OLM, outer
limiting membrane; OPL, outer plexiform layer; IPL, inner plexiform layer; ONL,
outer nuclear layer; INL, inner nuclear layer; GCL, ganglion cell layer; PL,
photoreceptor layer; rod ONL, rod outer nuclear layer. Scale bar equals 50um, *

p<0.05, **p<0.01.
Supplemental Figure 2. Sense probes do not produce specific cellular

labeling. Panels a-d illustrate in situ hybridizations comparing mdka antisense

(a, ¢) and sense (b, d) probes. Panels a and b are from a 96hpf larva and panels
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¢ and d are from an adult retina. Panels e-f illustrate in situ hybridizations
comparing madkb antisense (e, g) and sense (f, h) probes. Panels e and f are
from a 96hpf larva, whereas panels g and h are from an adult. Arrows and
arrowheads illustrate specific cellular expression when using antisense probes.

GCL — ganglion cell layer; INL — inner nuclear layer; ONL — outer nuclear layer.

Supplemental Figure 3. In the adult retina mdka or mdkb is not expressed
in dividing cells. Panels a and d illustrate in situ hybridizations that show the
cellular expression of mdka and mdkb, respectively, in the adult retina. Panels b
and e are the same sections as in a and d, following immunostaining with
antibodies against PCNA, and illustrate PCNA-positive cells (rod progenitors)
(arrowheads) within the outer nuclear layer. Panels ¢ and f are digital overlays.
Note that the PCNA immunostaining does not co-localize with the expression of
midkines. ONL — outer nuclear layer; INL — inner nuclear layer; GCL — ganglion

cell layer.

Supplemental Figure 4. Time course of mdka and mdkb expression during
and after the light lesion. Panels a-h illustrate the time course of the injury-
induced expression of mdka, whereas panels i-p illustrate the time course of the
injury-induced expression of mdkb. Note that the expansion of mdkb expression
into the vitreal inner nuclear layer begins by 24hrs after light onset (cf. panel |
with Fig. 5a) and returns to normal only at 14 days after the onset of the light

exposure. In contrast, the expression of mdka varies relatively little over the
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same time course. onl, outer nuclear layer; inl inner nuclear layer; gcl, ganglion

cell layer. Scale bar equals 50um.
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hiona Tranerbed soquences -

extracellular

inhibin, beta 8 inhibin, beta. oocyle differentiation /i ¢ electron transport /1 cellextracelular region
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wuj01206 Transcribed sequence

similar to complement pr. Transcribed sequence witt
hypothetical protein LOC hairy-related 8a

regulation of transcriptior

elongation elongation factor activity

nucleotide binding /// ATFDNA binding /i GTP binding
transcription factor actvit—-

DNA binding // transcript
structural constituent of r-
nucleotide binding // DN. DNA binding /i ATP binding !/ DNA

hormone activity /f growl hormone activity /I electron transpor
structural molecule activ structural molecule activity

nucleic acid binding // zi
DNA binding / transcript

structural consttuent of r

DNA binding

oxidoreductase activity

DNA photolyase activity ) DNA photolyase activity /1 transport
transporter activity /1 binding /1 lipid

catalytc activity /i 5-amii5-aminolevulnats synihase actviy /

nucleic acid binding /1 he—

nucleotide biing./ GTI GTP binding

DNA binding /1 double-s1—

nucleic acid binding
nucleotide binding / rar transiation elongation factor activty
sugar binding

binding // ferric iron bind
hydrolase activity
hadopsinikereceptor a odopsinie receplor sty G-

RNA binding // snoRNA

nucleic acid binding // zi
transporter activity / ino.

DNA binding // double-s!

signal transducer activity
catalytic activity /1 ipoprc catalytic activity
copper ion binding /1 cof —

DNA binding

ypothetical protein MGC6 nucleus /1 nucleolus RNA binding
29056183 similar to cyclic AMP phos| — - - -
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transcription regulator ac
protein binding

nucleic acid binding // zi
wransporter acy / bin

RNA binding /1 structura
nucleotide binding 1/ en
ukaryotic initiation fact

- - &
microtubule /i microtubu microtubule associated ¢ nucleotide binding /// mm

warym activity /f kinase

microtubule binding

RNA binding /1 stuctural constituent
GTP binding

motor activity i/ ATP binding

Kinase sty I ransterse sy

Dr184.181_at bete-2mieroglouin 1/ bols-2micogibuin - antigen procesing and ;anugen presentation, e extacelular reion /g~ 1 receptor activity
Dr3611Siat  seph seph H H I b i pericentric nuck nucleus  DNA binding /1 selenium DN e

Drd40811at  adka adka adenosine kinase a  adenosine kinase a purine ribonucleoside o purine dbonudleoside sal~ ‘adenosine kinase activity adenosine kinase activity /f kinase ¢
Dr1149.2A1at  hnrmpad 277280 heterogeneous nuclear riwu fid6h - bonuclecprotin comp\ef nucleotide binding /// nuc —-

Drigs211Alat - - - ‘Transcribed sequence witr — -

Dr14202.1.51 at  2gc:73351 273351 273351 hypothetical protein MGC7 - intracellular DNA binding /// sequence

Dr1s81s2a  fat fst follstatin pattem pattem region i/ -

Dr25291.5A1_at ribosomal protein L26  CDNA clone MGC:66190 | translation intracellular /f ribosome . structural constituent of r

Dr14998.2.81_at 2c:101710 /1 hypothetic Transcribed sequence witt metabolic process - catalytic activity

Dr10390.1.51_at actin related protein 2/3 cactn related protein of actin of actin oytoskeleton - -

Dr19937.1.81_at ruclacghosin { rucleophosmin 1 - - ucleus nucleus nucleic acid binding  nucleic acid binding
Dr8332.1.A1_at asea prot d phost ONA methylaon  prote . - DNA binding /1 protein kinase activit
Dr25133.8.51_at guamdmoaoe'ate N meu'guamdmoaoe'ate " methy — methyltransferase activit

Dr14685.1.51_at Transcribed sequence wit mRNA metabolc roces: nbonuc\eopvoﬂem comp\ef -

Dr26507.1.A1_at hypothetical LOCS71517Tvanscnbed sequence witf — -

Dr12425251 a_at scribed sequence witt iron ion transport /i cellu — binding / iron ion bindiny

Dr10336.1.51_at depachrame utomeres dopach rome tautomerase metabolic process metabolism oxidoreductase activiy //structural molecule activity /i oxidor¢
Dr18559.1.51at  tom3 tor tropormyosi ropormyosin 3 - - -

Dr13967.1A1 at  MGC173792 /il 2g0:9282 2992822 y 29002822 Tranatioed sequence witf — - - peplide-methionine-(S)-€

Dr56054.51 at  2gc123210 tubb2 29¢:123210 tubulin, beta, 2 chromatin /1 nucleus DNA binding

Dr18431.1.81at  gnpdat - glucosamine-6-phosphal Transcribed sequencs wit carbonydrate metabolc - - glucosamine-6-phosphat

Dr90731A1_at  LOC100008020 hypothetical protein LOC Transcribed sequences  — - - -

Dr10279.1.81at  h3da H3 histone, family 3A  CDNA clone MGC:56193 | nucleosome assembly nucleosome /I nucleus //— DNA binding

Drd661.1A1 at  LOC559003 hypothetical LOCS59003 Transcribed sequence witf — - - -

Dr8134.1.51_at m me activator sut profeasome activator subu —- - cytosol /i prot tvat e tivator act prol tivator activity
Dr14922.1A1 at  abhd4 - abhydrolase domain con Transcribed sequence witt proteolysis /1 aromatic o~ - - ‘aminopeptidase activity /—

Dr20131.4.81 at  LOCS73469 i/ plk1  crabp2 polo-like kinase 1 (Droso cellular retinoic acid bindin protein amino acid phosg transport - nucleotide binding // prortransporter activity // binding /1 lipid
Dr1899.3A1 at  hess hess hiryand enfiancer of sphary and enhancerofspit eye development 1 som —- nucleus DNA binding /1 transcripi~—-

Dr8069.1.51 at  cryab aryab crystalin, alpha B crystalin, alpha B structural constituent of ¢

Dr13632.1.81 at  MGC162944 - hypothetical protein LOC Transcribed sequence witr -

Dr9s6.181 al 2992631 ‘Transcribed sequence wit electron transport mitochondrion cytochrome-c oxidase ac

Dr5515.1.A1 at  2gc:85963 29c:85063 ‘Transcribed sequence witf — - cytoplasm /il cylosk.e\elo - actin binding /i structura

Dr24740.1A1 at  sidkey-171017.2 Sidkey-171017.2 Transcribed sequence  protein complex assembi— mitochondrion -

Dr7609.1.A1_at 1165007 - - -

Dr10199.1.87at  toblb - - - -

Dr79281A1 at  2gc:112335 1123 ‘Transcribed sequence witf microtubule-based proce — cytoplasm /if microtubule — nucleotide binding // GTI

Dr26398251 at - Transcribed sequences  — - - - -

Dr24954.1A1 at  hnrnpad heterogeneous nudear ri Transcribed sequences - fibonucleoprotein comple — nucleotide binding // nuc.

Dri22131A1at - Transcribed locus Transcribed sequence  — - - -

Dr74621A1 at  mbp myeiin basic protein  Transcribed sequence witr structural constituent of r-

Dr25756.1.51 at  hdacsh ° i uanscnpp nucleus

Dro125151 at syt synaptotagrmin XI MRNA similar to synaptotatransport synapti vesice i memt — ransporteractivty

Dr5994.1A1 at  2gc:100804 Transcribed sequence wi pentose-phosphate shun — catalytc activity /il phosp

Dr20s45.1.51at Transcribed locus Transcribed sequence witr

Dr2s767.4.51at - Transcribed locus Transcribed sequences

Drds49.151 at  2gc63904 263904 Wufo69b04 - - calcium ion binding  calcium ion binding
Dr12380.151at  sallt - sablike 1 (Drosophila)  Transcribed sequences -

Dr16666.1A1_at  LOC791902 /i 29¢: 1108 2810043 ypotnetic Transorbed sequeres wit -

Drd316.1.51 at  wufb9sfil - wufbost1 scribed sequences -

Dr128783A1at  ogt - Ol Nraoe(y\g\ucosaTvanscnbed sequence witprolsin amino acd Ok — binding // protein binding

Dr15690.2.51 a at sitm - SAFB-ike, transcription r CONA clone MGC:65985 | - - - - nucleotide binding /// nuc —-

Dr24191.181at  LOC 64 to signaling signaling binding /i kinase ki tvity 1
Dr20660.1A1 at  pdct phosducin 1 phosducin 1 - -

Dr21469.1A1 at  LOC553318 hypothetical protein LOC Transcribed sequence witf — binding

Dr11168.1A1 at  LOC557688 similar to proteasome (pr Transcribed sequences binding

Drit127.2A1at  sytt - Synaptotagmin | iscribed sequences  transport - synaptic vesicle /if memt —- transporteractivity -

Dr2360.1.51 at  mpn2 hpn2 hophilin, Rho GTPase b thophilin, Rho GTPase bin signal transduction ~ signal transduction  intracellular // cyloplasm intracellular protein binding protein binding
Dr98741A1at  camklg 2ge73127 " id phosg - - nucleotide binding I/ pro

Dr92681A1 at - - - Transcribed sequence witf — -

Dr11473281 at  2gc:92578 292578 Transcribed sequence witr mitochondrion nucleotide binding // AT

Dr26401.1.51 at  wufb9sfil - Wufbos11 Transcribed sequences -

Dr12571.1.81 at  gria2b J/LOCT95873  gria2.2 glutamate receptor, ionot glutamate receptor, ionotrc Uanspovt lion ransport ansport i on ransport membrane attack comple membrane receptor actiity /il ionotr receplor activity 1 inotropic glutama
Dr80s6.1.51 at  dkkl akkt dickkopf 1 dickk fevelopment /Il ectodern extracelular region /// ex extracellular protein binding /I Wnt-pr Wnt-protein binding
Dr16091.1.A1_at - - Transcribed sequerces - osl adhesion /1 homophi—- membrane /i integral to 1 calcium ion binding /1 prc

Dr24209.1A1at - - scribed sequences - -

Dr26436.1A1at  rdst rds4 retinal degradation slow - retinal degradation slow 4 visual perception integral to membrane  integral to membrane

Dr12878.3A1_a_at LOC100006286 /// LOCS— Gvinked N-acetylglucosa Transcribed sequence witprolein amino acd Oink — - - binding / protein binding

Dr382281 al  LOC797626 ) LOC7984 kpnad ta alpha 4 organizatior pr import i cytoplasm actin binding proteintransporter activiy
Dr1316.1A1at - - ‘Transcribed locus, strong Transcribed sequences  — - - - -

Dri2161A1at - Transcribed locus scribed sequence wit — - - -

Dr22047.1A1at  2gc:110290 zet10200 Trnsrbed soquorca | phosphat ansport integral to membrane phosphate transmembrai

Dr16700.1A1 at  bsg basigin scribed sequence witt - membrane

Dr9366.1A1 at  rassft Ras association (Ra\GD‘Tvanscnbed sequence witk zinc ion transport  signi~— - receptor activty /i protei

Dr92431A1at  2gc:92434 2092434 ranscribed sequences  transcription // transcript — nucleus DNA binding // transcript

Dr12138.181at  extia - exostoses (ulipe)1a Transcribed sequences _heparan sulfae proteogh— membrane attack comple — -

Dr242321A1at  ihpk2 ihpk2 inositol hexaphosphate kinositol hexaphosphate kin — - inositol trisphosphate 3+

Dr17628.1A1 at  2gc:63812 263812 29063812 ribonucleoprotein - viral nucleocapsid // ribo nucleotide binding // nuc

Dr21550.1A1 at  LOC553493 - rypaetical poein LOC Transcribed sequence wit reguiation of Rho pvotem - intracellular - Rho guanyl-nucleotide e

Dr6033.1.A1_ wufel4doz Transcribed sequence w - - -

Dr1461.1.51 _at 1 est e51 pvotem es1 protein mitochondrion mitochondrion - -

Dr98s0.1A1at  opnimw2 opnimw2 opsin 1 (cone pigments), opsin 1 (cone pigments),msignal ransduction /1 G-+ \e protein coupled recept membr to membrane psin-ike receptor a thodopsin-ike receptor activity
Dr25167.1.52.at  elavi elavia ELAV (embryonic lethal, ELAV (embryonic lethal, at ibonuclecproten comple il nuceocapsid nucleotide binding 1/ nuc RNA binding
Dr25218.1A1at  wufb78d08 - wufb78408 scribed sequences - -

Dr12384151at  gra3 girad gycine recepior, alpha 3 glyine recepior, alpha _ transport i ion ransport Uanspovt e tanspot membrane atack compic mambrane /) ntegral o roceplor acity GABY receptor activity I ion channel activi
Drdse0.1A1at  tobla tob transducer of ERBB2, 1atransducer of ERBB2, 1 dorsaliventral patiem ucleus /1] cytoplas inding -

Dr81821.51 at  paxéb paxéb paired box gene 6b  paired box gene 6b - Uanscnpuon Ji reguiatior nociers nucleus DNA binding // transcript DNA binding // transcription factor a
Dr15720181at  cx855 - connexin 55.5 - cell communicatior membane atack comple gap junction hemi-chann

Dr.7607.1.A1_ LOC100004503 /1 2gc:1'~ 2g¢:110335 /1 hypothetic Transcribed sequence witttranslation /1 translation: cytoplas nucleotide binding // trar

Dr2s5221A1at - ora22 Transcribed locus glutamate receptor, ionotrc transporton ranspor membrane receptor activity /il inotropic glutama
Dr17685.1.A1at  mdmi Mdmd, transformed 33 Transcribed sequence witr

Dr5742.151at  efnbza etnbza ephri development  neuroger e stack complemembrane i ntegralto

Dr12003.1A1at  29c:92338 292338 ‘Transcribed sequence witf — membrane attack comple — protein binding

Dr12481.1.51at  LOC796921 - similar to polyprotein  Transcribed sequence witr - - -

Dr12674.1.51at  2gc:112307 263634 296112307 hypothetica proleln MGCE prolein amino acid phosg — - - protein kinase activity /.~

John Wiley & Sons




Dr4ss1.2.A1_at
Dr8s77.1.A1_at

Dr15262.1.81_at
Dr25285.1.51_at

Dr12931.1.A1_at
Dr2506.1.51_at

LoCs61437 -
Wu1b93g02 -
Stk3sI 20055777
20073223
tpita tpita

LOC100007687 tbms
tom1 -
2c:136828 -
atptadd atptadd

29077260

ywhag1 -
LOC100006450 /1 zgc:i—-

LOCS59207
LOCS65483

pfibt 29055328

290:55492
LOCT98605 i/ nktr ~ —
aks

apxib
29c:92578

Journal of Comparative Neurology

hypothetical LOCS61437 —

wufb93g02 Transcribed sequences - -
kinase @ similar to " id phos. prot id phosg
2073223 hypothetical protein MGC7 - .

process glyce—
hypoxanthine phosphorit Transcribed sequences  purine ribonudleoside sal—- cytoplasm
similar to putative tumor - RNA binding molif protein - -

target of myb1 (chicken) Transcribed sequences  intracellular protein trans — intracellular

ranscribed sequence witt — -
ATPase, Na/K+ transpo ATPase, Na+/K+ transport transport // cation transp cation transport /Il potass membrane attack comple ntegral to plasma mermb
Transcribed sequences  — - - -

CDNA clone MGC:77260 | transcription /1 transcript —

29c:77260 nucleus

Transcribed locus Transcribed sequences -
3-monooxygenase/irypto CDNA clone MGC:73131 | - - cytoplasm

2¢:92294 /1 hypothetica Transcribed sequence witt — - cytoplasm
tenascin R (restricti, jantenascin R (restricin, janus signal transduction /1 axc -

hypothetical LOCS59207 Transcribed s
hypothetical LOC565483

6-phosphofructo-2-kinascwui11n10 fructose 2,6-bisphosphat
endothelial PAS domain Transcribed sequence witttranscription 1/ ranscript
2055492 wufd19¢10 protein folding

natural killer-tumor recog Transcribed sequence witt protein folding
adenylatekinase 5 Transcribed sequences  —

glutathione peroxidase 1 Transcribed sequence witf response to oxidative stri—
292578 ‘Transcribed sequence witf —
Transcribed locus Transcribed sequences  —
Transcribed locus Transcribed sequence witf —

fructose 2,6-bisphosphat —-
- nucleus
protein folding -

mitochondrion

John Wiley & Sons

nucleotide binding /// pro protein kinase activity /i protein serii

catalytic activity /1 riose- triose-phosphate isomerase activity
hypoxanthine phosphorit

sulfotransferase activity /

DNA binding // transcript

protein domain specific b
guanyh-nucleotide exchar
receplor binding

catalytic activity /il ATP b catalytic activity /if ATP binding /1 ki
DNA binding // signal tra—-

heat shock protein bindin chaperone activity

peptidyl-prolyl cis-trans is

peroxidase activity /1 glu
nucleotide binding /// AT
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Dr58.1A1_at 2073230 -
Dr3418.1A1 at  sidkey-1807.1 -
Dr20996.157 at  ge3 93
Dr19931.1.81 at  tpht toh
Dr2005.1A1_at  LOC100006061 -
Dri1184.1A1at 29673126 29073126
Dr18845.1.52.at  dmbxia ot
Dr13431A1at - -
Dr24934.1.81 at  mak 29056603
Dr17310.1.81 at  2gc:56235 29056235

Dr128071A1 8t — —
Dr11176.1.A1 s at aanatt

Dr5054.281 at -
siokeyp-1h4.2

_at  29c:66337
Dr.9860.1.51_at  mdhib

Dr12120.1A1at  wufcd6alo
Dr16287.1A1at  29c:162186

Dri72641A1at -

Dri7476.1A1at  LOC792610 -
Dr15260.2A1 at  reverbb2 reverbb.
Dr76911A1 at  2gc101761

Dr15883.1.51 at  ppp2rsel ppp215e1
Dr160s4.151at -

Dri5221.4.51at  ankidioa o555
Dr25500.1.51 at  vampt

Dr264181 al  gefilin gefiin
DrAffx2851 at  aanatt aanat1
Dr17491287 at  pygmb

Dr 11303181 at  wuks7hot

Dr7233.1.A1 WujE7h0S

Dr19528.1.A1_at 562053

Dr14150.1A1 at  idibds024 -
Dr7840151at  atplaib atptatb
Dr811181 at  msdkal

Dr3986.151 at  nr2 nr2e
Dr24957.1.51 at  opndl opnd
Dr12531.1.81at  2gc:112103 -
Dr13244.1A1at  2gc:152987

Dr10s11.1A1at  ogt -
Dr25212.1A1at  2gc53744 29056528
Dr3661.2.51 x_at LOC798605 i nktr  —
Dr8209.1.52_at  foxos foxos

Dr15260.1.51 at  rever verbb

X rbb2 e
Dr13682.1.51 at  LOC100002031/// LOCT—
Dr182827.81 at  Khdrbs1 Kndrbs1
Dr165031A1at -
Dr13030.1A1at  2gc:64006 29c:64006
Dr16658.1.51 at  LOC792055 -
Dr610281 al  DKEV-241L78 hspgoa
Dr18285.1A1 at el -
Dr26436.1.51at  rdst rds4

Dr.3661.1.51_a_at LOC798605 /i nktr  —
DLATI11AT 8t — -

Dr.19223.1.51at  aldoc aldoc

LOC100008131/// tomx. bimx
Dr26033.1A1at -

Dr24938.1.51 x_at ~ 29c:66318
Dr22041A1 at  wufc15g08 2gc:55468
Dr65341A1 at  wufetla0s -
Dr26493.1.A1_a_at gnbl gnb1
Dr9899.1.52 at  gnatt gnatt

LOC791521 i/ ypel3  ypel3
Dr9870.1A1 at  zgc10777 -

tena
290:92247
sitbusm1-57123.1
Dr121382A1 8t extla
Dr.12204.1.81at  rdst

Dr10226.1.81 at  LOCS57176
Dri13411A1at -
Dr19751.1A1 at  LOC555980

Dr6708.1A1 At —
Dr6604.2A1 a at 2ge77112

Dri7415.1.81 at  29c:56306 29056306
Dr20391.1A1at  LOC563577 -
Dro1s51.51 at st nsf
Dri12351A1at - PPL-P ke
Dr610.281_aat  DKEY-241L78 /i hsp90c hspd0a
Dr12870.1A1 at  LOC570928 -
Dr539181al o2 w2
Dri1351.1A1at 2907 673324
or Sim aiiaCTzn I Loms

Sto2/li29c:136650 -
A wuj12d05 env
Dr14001.1A1at  ptiglip
Drit194 1Al At —
Dr14001.281at  ptiglip
290162324
Dr7806.1A1 at -
Dr25688.1A1 at  2gc136936
Dr14771.1.81at  foxoda
LOC795838

29c:73336

Dr12838.1A1at  29c:73336
Dr25148.1.51 at  amat 2ge:55614.
Dr26437.151at  atpib2a atptbza
Dr9906.1.51 at  2gc:56548 29056548
Dr54282A1 at  LOG100000252 i/ LOCSid2
Dr24938.1.57 a_at — 29c:66318
Dr145762.51 at  2gc:112131 -
DrA7137.1.81at  rorab 29055054

LOC100000919 /// LOCA
Dr12501.1.81 at  guoy2f

LOCS64852

Dr.7788.1.A1
Dr15036.1.51at - -
Dr8103.1.51 at  opnimwd opnimwd
Dr26433.1.81at o4 Wufb37c01
Dr11161.1A1 at  LOC569122 -
Dr6680.1.51 at  2gc:55567 wufidaetl
Dr26000.1A1at  grb10 -
Dr21065.1 Stat 29c:55965 29c:55965
Dr13864.1.51at  spatals -
Dr9847.1.A1 at pdc pdc
Dr12400.1.81 at  atplbzd atptb2d
Dr12730.1A1at  gpsm2 29063574
Dr143431A1at - -
Dr9899.1.51 at  gnatt gnatt
Dr539181 sat o2 o2
Dr6750.1A1 at  wufb81c07

Dr12454.1.571at  gohfr 273253
Dr4198151 at  mhclufa mhc1ubal
Dri11188.1A1at -

Dr11069.1A1 at  2gc77752 WeTTIS2
Dr12863.1A1at  mfldda

Dr11069.281 at  2gc:77752 277752
Dr9972151 at  wufb71e04 env
Dr9908.1A1 at  LOCS57454 -

Dr9847.2A1 at  pdct pdc
Dr23271.1A1_at  LOC100004884 /// LOCH
Dri12341A1at -
Dr26330.1.51at  gnoll
Dr98241A1 at  LOC555324
Dri7113.1A1_a at ptena

73086

Dr25814.1.81 at  LOC566570 -

Dr243151.51at  ca? 273385

Dr12789.1A1at - -
538181 _al  LOCS67374 i rx1 o

Dr143341A1at -

Or 124791 A1 LOC798660

Dr9894.1.A1 wufk56b02

Dr2863.1.A1 7at slc25a25 -

Dr7714151at  erm erm

Dr232231A1a - -
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29073230
siidkey-1807.1
quanylyl cyclase 3

CDNA clone MGC:73230 | intracellular signaling cas —
Transerbed soqvorca it anspor ) caton vansp
quanylyl cyclase

hypothetical protein LOC Transcribed sequences -
hypothetca prolein MGC? calcum fon ransport

IP biosynthetic proce prolein amino acid phosg —
tryptophan hydroxylase 1tryptophan hydvoxy\ase (in pvoleo\ys\s il metabolic { metabolism /i aromatic

phosphoinositide 3-kinas —
membrane attack comple —

homolog 3 (L.
- Transcried sequence —

of transcriptior

" id phosg
29056235 hypothetical protein MGCS anion transport
‘Transcribed loc Transcribed sequences

arylalkylamine . aoe(ym aryalofamine N-acetylirar metabolic process
Transcribed locus paired box gene 6b -

sicdkeyp-1h4.2

Transcribed s
20c:66337 Transcribed sequences
wufca6al0 Transcribed sequences  —
20c:162186 Transcribed sequence it

Transcribed locus ranscribed sequences  —
Small heat shock protein Transcribed sequence witf response to stress.

rev erb beta 2 rev-erb-beta
29c:101761 Transcribed sequence itk protein amino acid ADP-1—
proten phosphatase 2, prolein phosphlase 2, regsignal ansduction  sig

Transcribed locus. Transcribed sequences

‘ankyrin repeat domain 1(similar to ankyrin repeat dctranslation // tRNA aminitRNA aminoacytation for

vesicle-associated memt CONA clone MGC:73378 | vesicle-mediated transpo —

efitin efitin -
aryalkyamine N-acetyl aryialkyiamine N-acetyliar metaboli process  —
phosphorylase, glycogen— carbohydrate metabolic f
wu fk57h01

Transcribed sequences  —
CDNA clone IMAGE 5604:
hypomeum\ LOC562053 Transcribed sequences
Idibds024 Transcribed sequences

ATPase, Na+/K+ transpo ATPase, Na+/K+ transport transport /I cation transp cation transport /i
2

ribosomal protein S6 kine wufj94b0: rotein amino acid phosg —-

anion transport

transcripton /1 regulatior —
developing brain homeobo transport /1 intracellular f regulation of transcriptior nu

Ftricarboxylic acid cycle

ranscrpton 1 ranscript ranscripion /1 reguiator

e id phosg —

icleus

protein binding // phospt-

guanylate cyclase activit guanylate cyclase activity // protein
cysteine-type endopeptid monooxygenase activity // tryptophe

- calcium channel activiy /
nucleus DNA binding /1 transcripl DNA binding / ranscription factor a

nucleotide binding ///pro protein kinase actvity /i protein serii

nal transduction pvmem

icleus

nucleus

outer mem outer mem anion char

- arallylamine N-acetyrar
nucleus
nucleus

DNA binding // transcription factor a
nucleotide binding // GTIDNA binding // transcription factor a

cytoplasm catalytic activity /f bindin oxidoreductase activity /i malate del

nucleus DNA binding /1 transcripl DNA binding / transcription factor a
- nucleotide binding // sigr —

cytoplasm -
membrane attack comple—-
intermediate filament

2Areguiat

nucleotide binding /// amitRNA ligase activity /i/ ATP binding

intermediate filament  structural molecule activ structural molecule activity
- aralkylamine N-acetylrar
phosphorylase activity

to plasma memb.
- nucleotide binding /// may—

nuclear receplor subfami nuclear receplor subfamily transcription // ranscript transcription // regulatior nucleus nucleus DNA binding /1 transcripl DNA binding // transcription factor a
opsin 4, like: opsin 4 (melanopsin) _signalransduction 1 G4 G-protein coupled b to membrane psin-ike receptor a receptor activity
29e:112103 Transcribed sequence witr - mitochondrion

2gc:152987 Transcribed sequence witr -

Ohnked A-sceigucosa Transcrbed soqvorce i protin amino acd O-1nk - - binding // protein binding

2gc:1 similar to calsyntenin 1 proteolysis /i homophilic homophilic cell adhesion membrane membrane apseine-ype endopepid calcium ion binding

et villcamoe recog Transcribed sequence wit protein foldin
forkhead box 05 forkhead box 05

wuf Transcribed sequences  —
2gc:158135 /1 hypothetic Transcribed sequence  phospholipid biosynthetic —
similar to MGC81043 pro Transcribed sequence witt — -
‘sema domain, transmem CDNA clone MGC:56170 |
wu fksAch Tronsoed s g

hypomeum\ Cocsessot Tamrtad sequence wi
KH domain containing, R KH domain containing, RN nucleosome assembly
Transcribed locus Tronsrbegeence -
2ge6

hypothetical protein LOC. Trncried sequence

similar to Heat shock pro heat shock protein Bﬂa\ph prolem folding I/ respons protein folding // positive

Elongation factor, RNA p Transcribed sequence:

retinal degradation slow - retinal degradation ow s veuel perception

natura ilertumor ecog Transcribed sequence wi protin folding
Transcribed sequences

Transcribed locus ‘Transcribed sequence witf —

aldolase c.

m
CDNA clone MGC:73160 | sl ransduction
RNA binding motf proteil RNA binding motif protein
nscribed s

wufc15908
wufe11a06 Transcribed sequences
guanine nucleotide bindi guanine nucleotde binding signal ransducton

etabolic pvg\ym\ys\s

purine nucleotide biosynt —

regulation of transcriptior regulation of transcriptior nucleus

integralto membrane  —
e v-erb-bet Uanscnpuon I ranscript transcription 1/ regulatior nucleus

nucleosome /1 nucleus //—

quanine nucleotide bindir guanine nucleotide binding signal transduction // G- \e protein coupled veoeptf

Transcribed loc Transcribed sequence witf —

yippee-like 3 /i hypomeuy\ppeehk

29e:10777 scribed sequence witt2nc on ransport

transcrpion elongaton 1 CDNA clone IMAGE:5915( proein modifaton proc —

ufj58e Transcribed sequences
2 2

"

phosphatase and tensin wuc52004 blood vessel developmer
ranscribed sequence witf —
‘Transcribed sequence wit protein amino acid phosg —
exostoses (multiple) 1 Transcribed sequences  heparan su\faie proteogh
retinal degradation slow « etinal degradation slow 4 visual percef -
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