Supplementary Figure 4

(a) Citrate synthase from Mouse (ENSMUSP00000052373, as in Suppl. Fig. 3)

PR (ENSMUSP00000052373)
[ Prrc <0.01 ; Ka/Ks (PR-parent) = 0.21; Ka = 0.04; Ks = 0.19; no match to full-length
cDNA ]
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(b) Ribosomal protein L24-like homolog ENSP00000269477

(Human)

PR (ENSP00000269477)
[ Prec >0.01 ; Ka/Ks (PR-parent) = 0.75; Ka = 0.07; Ks = 0.10; no match to full-length

¢DNA ]



=] Chromosome 18

Chr 18 D plizt pd_qiiz qi22 23 @3 |
=] Overview
Chr. 18 bard | 131 |
5320 Mb 53.40 Mb 5360 M 5380 Mb 54.00 Mb
DMA(contigs)
| | | 1l | Il | [
C1851245 D732739 D183381 D18 5549 01851348
Markers CM8S816E D1E 51224 C1851144
01851034 D1Bse2E
D185373E
- | I N I
I
“sTEsIA3 "ONECUT2 “FECH  “Q96N33_HUMAM L0C284288 “NOVEL
EE=milsn= LNARS “NEDD4L
“ATPBE1
‘ega Havara Geres f—
\IE@ Extemal Geres - | LI | I 1 I
rcRMNA Geres
- _—— | ] - I - 1
EST Geres — o .
I Ers=mbl Known Protein Coding Ersambl Novel Potein Coding
-Vega Havara Krown Protein coding
-Vega External Putative Pocessed transcript ‘Vega External Novel Protein codirg
Gare egerd -Vega External Known Proteincoding Vega External Unprocessed psewdogene
Vega External Psaudogene
RMNA Psewdogene (Movel) RMNAgene (Nowel)
IEST gere
Chr. 18 53.64 Mb 53.65 Mb 53.65 Mb 53.67 Mb 53.68
Length F— Forward strmnd 50.00 Kb Lo
om
Conservation |
:
10-way pecan
T-way pecan
[ |
]
]
= ENBL mRNAs =
]
']
]
]
|
= Urigene =
[ ]
[ ]
= Gerecan
= Vega Extemal gene
[ |
[ Ereembl trares. LOC284288 =
) | ) ! IIErsembI Krolwn FProtein (Ilodirg ) o




DMA(cortigs)

= Urigene
Length

Gare kgerd

=ACO22724.8.1.16307

- 50.00 Kb

Reve e simnd —

53.64 Mb
EErs=mbl Known Protein Coding
Vega Exterral Psaudogens
[ Gerscan
Al tracks are curently switched on
ErsEMEL Homo sapiers version 43.36e (NCBI 36) Chomosome 18 53 631 950 - 53,681,949

53.65 Mb 53.86 Mb 53.67 Mb 436

Parent (ENSP00000260443)

(=] Chromosome 15

| Chr. 15

NN - Bl -
= Overview
Chr. 15 bard
DNA(cortigs)
|1
D155181 D155831 D1551049
Mharkers W-13318
D15STO0E
01551310
N - — I
Erezmbl Genes (150rf15 “FIGE “NOVEL “PYGO1 “PRTG
“RAB2TA “CCPG1
“ega Extermal Garnes N EE— — -

I RMNAgens (Krowr)
RMAgene (Movel)
MlcEsT gere

RMA Psewdogene (Movel)

rcRNA Genes .
I Ersambl Known Protein Codirg Erszmbl Movel Potein Coding
-I'l.l'lerged Known Proteincoding
-Vega External Puative Processad transcript ‘ega External Movel Protein codimg
Gare kgerd -Vega External Known Proteincoding




Chr. 15
Length
Corssrvation

0-way pecan

T-way pecan
= EMEL mRMAs

= Unigere

= EST trare.

DMA(cortigs)

= Ereambl trars.

= vega Extermal gere

= EST trare.

= Gerecan

=l Urigene

El ENBL mRMNAs

Length

Gere kegerd

5322 Mb 53.24 Mb 5325 Mb 53.28 Mb 53.30 Mb
F— Farward simnd 100.00 Kb -
(M1 I I urrmr 11
Consimined ek ment
—
[ [ 1 I
om0 Ei
[ | |
[ I
1
ENSESTTO0000311825 =

T Y S ——

ACOTI9127.1 175264 =

. e e e AR T L R R TR L B B R L S T R T L A B T L B R
O A

< RLF24_HUNAN

Ereembl Known Protein Coding

[ W S
< MT:C1500M1 5002
ega Codirg

[ W SR Y S |
< MT:C1500M1 5001
ega Codirg

A A
GENSCANODO0DI0 1785

= RB27A_HUMAN

Erezmbl Known Protein Codi

< MT:RAB2TADD1
ega Codirg

[ e LT ¥ (S (P

< MT:RAB27ADD3
ega Codirg

< MT:RABE2T7ADD4
ega Codirg

< MT.RAB2T7ALD2
“iega Codirg

< ENSESTTO00003 11838

GEMSCANOODDDO01 783
= MECAN [AE

< ENSESTTO00003 11837

< MT:RAB2T7 ADDE
‘iega Trarecript

bt
= MT.RABZ
Vega Trarsd
A
< MT.RAEZ7ADOS
vega Transcript

Ab-initio Genscan tAns
[

- 100.00 Kb Fewerse simnd —
53.22 Mb 53.24 Mb 53.26 Mb 53.28 Mb 53.30 Mb

I Er==mH Known Protein Coding

-Vega External Known Proteincoding

BEsT gene

[ Gerecan

All tracks are currently switched on

EreEMEL Homo sapiers version 43 36e (NCBI 36) Chomosome 15 53 21

8,668 - 53,318,667




(c) protein similar to chloride intracellular channel 1 ( ENSP00000309706)

(Human)

PR (ENSP00000309706)
[ Prec <0.01 ; Ka/Ks (PR-parent) = 0.44; Ka = 0.07; Ks = 0.16; no match to full-length

cDNA ]
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Supplementary Figure 4: Screenshots of three examples of PRs, along with their
putative parents. (a) Mouse citrate synthase homolog (ENSMUSP00000052373); (b)
Ribosomal protein L24-like homolog ENSP00000269477 (Human); (c) Homolog of
chloride intracellular channel 1 (ENSP00000309706) (Human). These images were
downloaded from http://www.ensembl.org in April 2007. For each PR, the following are
given: the probability of reading-frame conservation (Prrc); the PR-parent Ka/Ks value;
the Ka and Ks values and an indication of whether there is a full-length cDNA match.




