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Query Length 118

Descriptions

Database Name
Description

Program

nr
All non-redundant GenBank CDS
translations+PDB+SwissProt+PIR+F
excluding environmental samples
from WGS projects

BLASTP 2.2.25+

Legend for links to other resources: [H UniGene E GEO E Gene E Structure III Map Viewer ﬂ PubChem

BioAssay

Accession

Description

Max Total

Query E Links

score score coverage value

XP_002326159.1

NP_001049763.1

EEC75002.1

XP_002881499.1

NP_001145525.1

NP _030274.1

predicted protein [Populus trichocarpa]
>gb|EEE71829.1]| predicted protein [Populus
trichocarpa]

73.9

0s03g0284600 [Oryza sativa Japonica Group]
>gbJABF95344.1| UPF0308 protein, chloroplast
precursor, putative, expressed [Oryza sativa
Japonica Group] >dbj|BAF11677.1|
0s03g0284600 [Oryza sativa Japonica Group]
>gb|EEE58829.1| hypothetical protein OsJ_10400
[Oryza sativa Japonica Group]

~
N
o

hypothetical protein Osl_11064 [Oryza sativa
Indica Group]

hypothetical protein ARALYDRAFT_482716
[Arabidopsis lyrata subsp. lyrata]
>gb|EFH57758.1| hypothetical protein
ARALYDRAFT_482716 [Arabidopsis lyrata
subsp. lyrata]

hypothetical protein LOC100278941 [Zea mays]
>gb]JACG48189.1| hypothetical protein [Zea
mays]

71.2

unknown protein [Arabidopsis thaliana]
>sp|Q9ZUU2.2|U308_ARATH RecName:
Full=UPF0308 protein At2g37240, chloroplastic;
Flags: Precursor >gb|JAAK91362.1|
At2937240/F3G5.3 [Arabidopsis thaliana]
>gb|AAC98045.2| expressed protein [Arabidopsis ~
thaliana] >gb|JAAM67197.1| unknown [Arabidopsis
thaliana] >gb|AAP21145.1| At2g37240/F3G5.3
[Arabidopsis thaliana]

73.9

72.0

71.6

71.6

71.2

70.5

100% ee-12 [T
91% 3e-11 [T
91% 3e-11

100% se-11 [€
91% se-11 T[4
100% 7e-11 [T
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XP_002334170.1

XP_002468056.1

ACR37670.1
ACN35248.1

XP_002965388.1

ACU20039.1

XP_002977235.1

ABK23985.1

XP_002273449.1

XP_002525198.1

XP_002866692.1

NP_201385.2

ACU20324.1

XP_002320012.1

CBI133071.3
ADE77692.1

XP_002263922.1

CBl133293.3
ACN32054.1

XP_003130905.1

XP_001153024.1

http://blast.ncbi.nlm.nih.gov/Blast.cgi

Query

Description Max Total
score score

coverage value

E

predicted protein [Populus trichocarpa]
>gb|EEF07066.1| predicted protein [Populus 69.7
trichocarpa)

hypothetical protein SORBIDRAFT_01g038790
[Sorghum bicolor] >gb|EER95054.1| hypothetical

protein SORBIDRAFT_01g038790 [Sorghum  82:7
bicolor]

unknown [Zea mays] 69.3
unknown [Zea mays] 68.6
hypothetical protein SELMODRAFT_68006
[Selaginella moellendorffii] >gb|EFJ34226.1|
hypothetical protein SELMODRAFT 68006 67.8
[Selaginella moellendorffii]

unknown [Glycine max] 67.8
hypothetical protein SELMODRAFT_58056
[Selaginella moellendorffii] >gb|EFJ21844.1|
hypothetical protein SELMODRAFT_58056 67.4
[Selaginella moellendorffii]

unknown [Picea sitchensis] 65.9
PREDICTED: hypothetical protein [Vitis vinifera]
>emb|CBI32627.3| unnamed protein product 65.1
[Vitis vinifera]

conserved hypothetical protein [Ricinus

communis] >gb|EEF37164.1| conserved 63.5
hypothetical protein [Ricinus communis] T
hypothetical protein ARALYDRAFT_496819
[Arabidopsis lyrata subsp. lyrata]

>gb|EFH42951.1| hypothetical protein 52.0
ARALYDRAFT_496819 [Arabidopsis lyrata

subsp. lyrata]

unknown protein [Arabidopsis thaliana]
>gbJAAM20692.1| unknown protein [Arabidopsis
thaliana] >gb|JAAN15652.1| unknown protein 51.6
[Arabidopsis thaliana]

unknown [Glycine max] 50.8
predicted protein [Populus trichocarpa]
>gb|EEE98327.1| predicted protein [Populus 50.1
trichocarpa)

unnamed protein product [Vitis vinifera] 49.7
unknown [Picea sitchensis] 49.3
PREDICTED: hypothetical protein [Vitis vinifera]
>emb|CANB81556.1| hypothetical protein 49.3
VITISV_040398 [Vitis vinifera]

unnamed protein product [Vitis vinifera] 49.3
unknown [Zea mays] 49.3
PREDICTED: UPF0308 protein C9orf21 homolog
isoform 2 [Sus scrofa] 48.1
PREDICTED: similar to TPA_exp: CO9ORF21 481

isoform 1 [Pan troglodytes]

69.7

69.7

69.3
68.6
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67.4
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52.0

51.6

50.8

50.1

49.7
49.3

49.3

49.3
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0s03g0729200 [Oryza sativa Japonica Group]
>gb]JAAO38464.1| hypothetical protein [Oryza
sativa Japonica Group] >gbJABF98679.1|
expressed protein [Oryza sativa Japonica Group]
>dbj|BAF13067.1] 0Os039g0729200 [Oryza sativa

NP 001051153.1 Japonica Group] >gb|[EAY91738.1| hypothetical 47,8  47.8 100% 2e-04 [T
protein Osl_13379 [Oryza sativa Indica Group]
>dbj|BAG94118.1| unnamed protein product
[Oryza sativa Japonica Group] >gb|EEE59858.1|
hypothetical protein OsJ_12440 [Oryza sativa
Japonica Group]

[e0]

ACU18761.1 unknown [Glycine max] 47.8 47.8 100% 5e-04
PREDICTED: UPF0308 protein C9orf21-like, 0

XP_002928763.1 partial [Ailuropoda melanoleuca] A7.8 47.8 81% 5e-04 m
hypothetical protein PANDA_018799 [Ailuropoda .

EFB20490.1 melanoleuca] 47.8 47.8 81% 5e-04
chromosome 9 open reading frame 21, isoform .

EAW92663.1 CRA_c [Homo sapiens] 47.8 47.8 98% 5e-04 E

ACU24130.1 unknown [Glycine max] 47.8 47.8 100% 5e-04
PREDICTED: UPF0308 protein C9orf21 homolog

XP_002666723.1 [panio rerio] 47.8  47.8  68% se-04 [V
PREDICTED: UPF0308 protein C9orf21-like .

XP_002742741.1 [Callithrix jacchus] 47.4 474 98% 7e-04 [
hypothetical protein SORBIDRAFT_01g009340
[Sorghum bicolor] >gb|[EER90939.1| hypothetical .

XP_002463941.1  protein SORBIDRAFT_01g009340 [Sorghum 470 47.0 95% se-04 [T
bicolor]
hypothetical protein SORBIDRAFT_01g009350
[Sorghum bicolor] >gb|[EER90940.1| hypothetical .

XP_002463942.1 ) 6tein SORBIDRAFT_01g009350 [Sorghum 40 47.0  95% ge-04 [T[4
bicolor]
PREDICTED: UPF0308 protein C9orf21 homolo

XP_003130904.1 P 9970 410 8% o.001 [

isoform 1 [Sus scrofa]

hypothetical protein LOC616897 [Bos taurus]

>sp|Q148E0.1|C1021_BOVIN RecName:

Full=UPF0308 protein C9orf21 homolog

>gb]AAI18426.1] Chromosome 9 open reading 7 47.0 81% 0.001 EE:J
frame 21 ortholog [Bos taurus] >gb|DAA26600.1|

hypothetical protein LOC616897 [Bos taurus]

NP_001069904.1

N
o

PREDICTED: hypothetical protein, partial [Vitis

XP_002269002.1 jiniera] 46.6  46.6  100% o.oor [T
hypothetical protein LOC100384338 [Zea mays] .

NP_001170360.1 g1 ACN36745.1| unknown [Zea mays] 46.2  46.2  100% o.o01 [
PREDICTED: similar to UPF0308 protein .

XP_001493974.2  Ggorf21 [Equus caballus] 462 46.2  68% o.001 [V

CBI133289.3 unnamed protein product [Vitis vinifera] 46.2 46.2 100% 0.001

ACN25853.1 unknown [Zea mays] 46.2 46.2 95% 0001 [g
PREDICTED: UPF0308 protein C9orf21-like .

XP_002820049.1 [pongo abeli] 462 46.2  82% o.001 [
PREDICTED: similar to TPA_exp: C9ORF21

XP_520707.2 —P 46.2 462  82% o.001 [

isoform 2 [Pan troglodytes]

3de 32 14/03/11 17:00
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NP _714542.1

EAW92661.1
XP_001106503.1
XP_002191279.1

CANS81555.1
XP_002263959.1

EAY91739.1

EEE59859.1

NP_001051154.1

XP_002533575.1

XP_001588758.1

XP_001784902.1

XP_848380.1

ZP 02926219.1

XP_001116318.1

XP_002708298.1

XP_681257.1

Max Total

http://blast.ncbi.nlm.nih.gov/Blast.cgi

Query E Links

Description

sScore score

coverage value

hypothetical protein LOC195827 [Homo sapiens]
>sp|Q7RTV5.1|C1021_HUMAN RecName:
Full=UPF0308 protein C9orf21 >tpg|DAA00065.1|
TPA_exp: C90RF21 [Homo sapiens]
>emb|CAI40534.1| novel protein [Homo sapiens] 4
>gb|EAW92662.1| chromosome 9 open reading
frame 21, isoform CRA_b [Homo sapiens]
>gb]AAI36504.1| Chromosome 9 open reading
frame 21 [Homo sapiens]

[oe]

chromosome 9 open reading frame 21, isoform
CRA_a [Homo sapiens]

PREDICTED: UPF0308 protein C9orf21-like
[Macaca mulatta]

PREDICTED: hypothetical protein [Taeniopygia
guttata]

hypothetical protein VITISV_040397 [Vitis
vinifera]

PREDICTED: hypothetical protein [Vitis vinifera] 45 1

hypothetical protein Osl_13380 [Oryza sativa
Indica Group]

hypothetical protein OsJ_12441 [Oryza sativa
Japonica Group]

0s03g0729300 [Oryza sativa Japonica Group]
>gbJAAO38466.1| unknown protein [Oryza sativa
Japonica Group] >gb]ABF98681.1] UPF0308
protein, chloroplast precursor, putative,
expressed [Oryza sativa Japonica Group]
>dbj|BAF13068.1| Os03g0729300 [Oryza sativa
Japonica Group] >dbj|BAG98418.1| unnamed
protein product [Oryza sativa Japonica Group]

conserved hypothetical protein [Ricinus
communis] >gb|EEF28810.1| conserved 45.1
hypothetical protein [Ricinus communis]

hypothetical protein SS1G_10305 [Sclerotinia
sclerotiorum 1980] >gb|[EDN94432.1| hypothetical
protein SS1G_10305 [Sclerotinia sclerotiorum 44.7
1980]

predicted protein [Physcomitrella patens subsp.
patens] >gb|EDQ50291.1] predicted protein 44.7
[Physcomitrella patens subsp. patens]

PREDICTED: similar to UPF0308 protein

C9orf21 [Canis familiaris] 4.7
hypothetical protein VspiD_06235

[Verrucomicrobium spinosum DSM 4136] a4.7
PREDICTED: UPF0308 protein C9orf21-like

[Macaca mulatta] 4.7
PREDICTED: hypothetical protein [Oryctolagus 443

cuniculus]

hypothetical protein AN7988.2 [Aspergillus

nidulans FGSC A4] >gb|[EAA58791.1|

hypothetical protein AN7988.2 [Aspergillus 43.5
nidulans FGSC A4] >tpe|CBF73658.1| TPA:

45.8

45.4

45.4

45.4

45.1

45.1

45.1

45.1

45.1

45.1

44.7

44.7

44.7

44.7

44.7

44.3

43.5

82% 0.002 [
77% o002 [4

82% o003 [
100% 0.003 [
100% 0.003

100% 0.003 [
100% 0.003

100% 0.003

100% o003 [T
100% 0.004 [g

74% 0.004 [
100% 0.004 [T
81% 0.004 [T
71% 0.004

63% 0.004 [
68% 0.005s [
79% 0.008 [
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EDL84435.1

BAE26709.1

ZP_01909602.1

XP_001829670.2

XP_002628008.1

EFQ95671.1

ABF98680.1

XP_001547900.1

NP_001102584.1

AAI36502.1
XP_001940231.1
CAI40533.1
CBI157389.1

BAB24662.1
BAE40544.1

NP _079646.1

Description

Max Total

http://blast.ncbi.nlm.nih.gov/Blast.cgi

Query E Links

sScore score

coverage value

conserved hypothetical protein [Aspergillus
nidulans FGSC A4]

similar to UPF0308 protein C9orf21, isoform

CRA_c [Rattus norvegicus] 43.1
unnamed protein product [Mus musculus] 43.1
hypothetical protein PPSIR1_24939 [Plesiocystis
pacifica SIR-1] >gb|[EDM77490.1| hypothetical

protein PPSIR1_24939 [Plesiocystis pacifica 2.7
SIR-1]

hypothetical protein CC1G_11406 [Coprinopsis
cinerea okayama7#130] >gb|EAU92121.2| 42 4

hypothetical protein CC1G_11406 [Coprinopsis ===
cinerea okayama7#130]

conserved hypothetical protein [Ajellomyces
dermatitidis SLH14081] >gb|EEQ72686.1|

conserved hypothetical protein [Ajellomyces
dermatitidis SLH14081] >gb|EEQ88802.1] 424
conserved hypothetical protein [Ajellomyces
dermatitidis ER-3]

hypothetical protein PTT_05482 [Pyrenophora
teres f. teres 0-1]

AN
N
5N

expressed protein [Oryza sativa Japonica Group]
>dbj|BAG90239.1| unnamed protein product 2.
[Oryza sativa Japonica Group]

o

hypothetical protein BC1G_13584 [Botryotinia
fuckeliana B05.10] >gb|EDN19735.1| hypothetical
protein BC1G_13584 [Botryotinia fuckeliana 42.0
B05.10]

hypothetical protein LOC498685 [Rattus
norvegicus] >gb|EDL84433.1]| similar to UPF0308
protein C9orf21, isoform CRA_a [Rattus 42
norvegicus]

C9orf21 protein [Homo sapiens]

|J>
N
o

conserved hypothetical protein [Pyrenophora
tritici-repentis Pt-1C-BFP] >gb|EDU42950.1|
conserved hypothetical protein [Pyrenophora
tritici-repentis Pt-1C-BFP]

N
=}

novel protein [Homo sapiens]

IN
=
o

unnamed protein product [Sordaria macrospora]

SN
U
N

unnamed protein product [Mus musculus]

N
=
[N

unnamed protein product [Mus musculus]

SN
AN
N

hypothetical protein LOC66129 [Mus musculus]
>sp|Q9D1A0.1|CI1021_MOUSE RecName:
Full=UPF0308 protein C9orf21 homolog
>dbj|BAB22993.1| unnamed protein product [Mus
musculus] >dbj|BAE28518.1| unnamed protein
product [Mus musculus] >gbJAAI40306.1| RIKEN
cDNA 1110018318 gene [synthetic construct]
>gb|EDL16238.1| RIKEN cDNA 1110018J18,
isoform CRA_b [Mus musculus] >gb|AAI56632.1|
RIKEN cDNA 1110018J18 gene [synthetic
construct]

IN
=
IN)

43.1

43.1

42.7

42.4

42.4

42.4

42.0

42.0

42.0

42.0

42.0

41.6

41.2

41.2
41.2

41.2

82% 0012 [4
98% 0013 [4
100% 0.014

82% o018 [
59% 0020 [
74% 0.022

76% 0.023

76% 0025 [g
68% 0.026 [
77% 0027 [d
74% o028 [4
77% 0032 [4
88% 0.040

82% 0041 [4
82% 0.043 [4
82% 0.040 [T
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ADO28366.1

YP_001543559.1

XP_001824981.1

XP_002383597.1

XP_001368977.1

NP _001158627.1

NP _001177306.1

YP_002606071.1

XP_961259.1

ACI68733.1

EDL16239.1

XP_003050915.1

YP_001543558.1

ZP_01089021.1

XP_001800743.1

6 de 32

Max Total

http://blast.ncbi.nlm.nih.gov/Blast.cgi

Description

sScore score

upf0308 protein c9orf21-like protein [Ictalurus

furcatus] 40.8
hypothetical protein Haur_0783 [Herpetosiphon
aurantiacus ATCC 23779] >gb|ABX03431.1| 0.4

hypothetical protein Haur_0783 [Herpetosiphon
aurantiacus ATCC 23779]

hypothetical protein AOR_1_1228084 [Aspergillus
oryzae RIB40] >dbj|BAE63848.1| unnamed 40.4
protein product [Aspergillus oryzae]

conserved hypothetical protein [Aspergillus

flavus NRRL3357] >gb|[EED46061.1| conserved
hypothetical protein [Aspergillus flavus _—
NRRL3357]

PREDICTED: similar to C9ORF21 [Monodelphis
domestica] 40.4

UPF0308 protein C9orf21 homolog

[Oncorhynchus mykiss] >gb|JAC008544.1|

UPF0308 protein C9orf21 homolog 40.4
[Oncorhynchus mykiss]

selenoprotein L [Ciona intestinalis] 40.4

hypothetical protein HRM2_48590
[Desulfobacterium autotrophicum HRM?2]
>gbJACN17907.1| conserved hypothetical protein
[Desulfobacterium autotrophicum HRM2]

40.0

hypothetical protein NCU04268 [Neurospora

crassa OR74A] >emb|CAC28745.1| putative

protein [Neurospora crassa] >gb|EAA32023.1| 40.0
conserved hypothetical protein [Neurospora T
crassa OR74A]

C1orf93 homolog [Salmo salar]

RIKEN cDNA 1110018J18, isoform CRA_c [Mus
musculus]

hypothetical protein NECHADRAFT_69625
[Nectria haematococca mpVI 77-13-4]
>gb|EEU45202.1| hypothetical protein
NECHADRAFT_69625 [Nectria haematococca
mpVI 77-13-4]

hypothetical protein Haur_0782 [Herpetosiphon
aurantiacus ATCC 23779] >gb|ABX03430.1|
hypothetical protein Haur_0782 [Herpetosiphon
aurantiacus ATCC 23779]

hypothetical protein DSM3645_00440

[Blastopirellula marina DSM 3645]

>gb|EAQ82136.1| hypothetical protein 38.9
DSM3645_00440 [Blastopirellula marina DSM

3645]

hypothetical protein SNOG_10473

[Phaeosphaeria nodorum SN15] >gb|[EAT81867.1|
hypothetical protein SNOG_10473 38.1
[Phaeosphaeria nodorum SN15]

0.

N
o

(8]
©
~

[O¥]
©
~

w

39.

40.8

40.4

40.4

40.4

40.4

40.4

40.4

40.0

40.0

40.0

39.7

39.7

39.3

38.9

38.1

Query E Links
coverage value

68% 0.059

77% o071 [4

64% o071 [

64% 0072 [4
100% 0.077 [T
72% 0.079 [MI4
77% 0.087 [4

79% 0.089 [4

67% o010 [4

72% 0.11

68% 014 [4

88% 015 [4

61% 015 [4

75% 0.21

76% 03 [4
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score score coverage value

hypothetical protein Haur_4898 [Herpetosiphon
aurantiacus ATCC 23779] >gb|ABX07528.1| .
hypothetical protein Haur_4898 [Herpetosiphon 38.1 38.1 5% 0.35 E

aurantiacus ATCC 23779]

YP_001547656.1

ACI170082.1 C1orf93 homolog [Salmo salar] 38.1 38.1 72% 0.37

predicted protein [Uncinocarpus reesii 1704]

XP 002544130.1 >gb|EEP78801.1| predicted protein [Uncinocarpus 33 1 38.1 67% 0.38 E
reesii 1704]

hypothetical protein TRIADDRAFT_58024
[Trichoplax adhaerens] >gb|EDV23418.1|

XP_002114328.1  p nothetical protein TRIADDRAFT 58024 381 381  50% 040 [H
[Trichoplax adhaerens]

conserved hypothetical protein [Coccidioides .
posadasii str. Silveira] 37.4 37.4 67% 0.62

hypothetical protein CPC735_032390
[Coccidioides posadasii C735 delta SOWgp]
XP_003070048.1 >gb|EER27903.1| hypothetical protein 37.4 37.4 61% 063 [4
CPC735_032390 [Coccidioides posadasii C735
delta SOWgp]

EFW13835.1

Alignments

>ref |XP_002326159.1| U G| predicted protein [Populus trichocarpal

gb|EEE71829.1| G| predicted protein [Populus trichocarpal
Length=200

GENE TD: 7459323 POPTRDRAFT_589376 | hypothetical protein [Populus trichocarpa]
(10 or fewer PubMed links)

Score = 73.9 bits (180), Expect = 6e-12, Method: Com8051t10na1 matrix adjust.
Identities = 45/124 (37°), P051t1ves 61/124 (50%), Gaps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKEtﬁﬁREQAFRQERKWRtMVIGCGTPEQAAKFRTDATLGPLPA 60

+V + RHFGCVLCRR IG G+ +QA F
Sbjct 49  VVAFARHFGCVLCRRRADYLAAKKD-IMDASGVALVLIGPGSVDQAKTFSEQTKFKG--- 104
Query o1 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFOKGERQRW ------ DMIPPDAF 114
VY DP  SY AL+F G+ +T A I+ +G RQ W

Sbjct 105 --EVYADPSHSSYKALQFVSGVSTTFTPKAGLKI IOSYMEGYRQDWKLSFEGDTVAKGGW 162
Query 115 QQGG 118
Sbjct 163 QQGG 166

>ref|NP_001049763.1| L8 050390284600 [0ryza sativa Japonica Group]

gb|ABF95344,1| E UPF0308 protein, chloroplast precursor, putative, expressed [Oryza
sativa Japonica Group]

dbj |BAF11677.1]| G| 050390284600 [Oryza sativa Japonica Group]
Lgb|EEE3§829 .1 G| hypothetical protein 0sJ 10400 [Oryza sativa Japonica Group]
eng

GENF TD: 4332468 0<03a0284600 | 050390284600 [Oryza sativa Japonica Group]
(10 or fewer PubMed links)

Score = 72.0 bits (175), Expect = 3e-11, Method: Com8051t10na1 matrix adjust.
Identities = 42/108 (39%), Positives = 56/108 (52%), Gaps = 6/108 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRkMV%GCG¥PEQQAKFRTDATLGPLPA 60

] +V + RHFGCVLCR LAA++ A + G GT EQ
Sbjct 99  IVAFARHFGCVLCRKRADLLAAKQDAM-EAAGVALVLIGPGTVEQAKAFYDQTKF- - --- 152

7 de 32 14/03/11 17:00
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Query 61 SIP¥¥TBBLRR§YLﬁtRERR8ILETFNLPALQNILDSFQKGEESRWDM 108

Sbjct 153 KGEVYADPSHSSYNALEFAFGLFSTFTPSAGLKIIQLYMEGYRQDWEL 200
>gb|EEC75902 1| hypothetical protein 0sI 11064 [Oryza sativa Indica Group]
Length=239

Score = 71.6 bits (174), Expect = 3e-11, Method: Com8051t10nal matrix adjust.
Identities = 42/108 (39°), P051t1ves 56/108 (52% aps = 6/108 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELﬁAREQAFRQERKWRtMVIGCGTPEQQAKFRTDATLGPLPA 60

+V + RHFGCVLCR LAA++ A IG GT EQ
Sbjct 87 IVAFARHFGCVLCRKRADLLAAKQDAM-EAAGVALVLIGPGTVEQAKAFYDQTKF- - - - - 140
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRWDM 108
SY G+ + +G RQ W++

VY DP AL F STF
Sbjct 141 KGEVYADPSHSSYNALEFAFGLFSTFTPSAGLKIIOLYMEGYRQDWEL 188

TrefLXP 002881499.1| G| hypothetical protein ARALYDRAFT 482716 [Arabidopsis lyrata subsp.
yrata

1gb|EFIiI57758 .1 G| hypothetical protein ARALYDRAFT 482716 [Arabidopsis lyrata subsp.
rata
Length 248

GENE ID: 9315725 ARALYDRAFT_482716 | hypothetical protein
[Arabidopsis lyrata subsp. lyratal

Score = 71.6 bits (174), Expect = 4e-11, Method: Compositional matrix adjust.
Identities = 44/124 (36%), Positives = 59/124 (48°), aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

+V + RHFGCVLCR+ LA + L++ +QA F
Sbjct 96 VVAFARHFGCVLCRKRAAYLAEKKDVM DASGVTLVLIGPGSIDQANTFMEQTKFKG--- 151
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFOKGERORW ------ DMIPPDAF 114
VY DP  SY AL F G+ TF IL+S+ +G R D +

QW
Sbjct 152 --EVYADPNHASYEALEFVSGVTVTFTPKAAMKILESYMEGYRODWKLSFMKDTVERGGW 209
Query 115 QQGG 118
) QQGG
Sbjct 210 QQGG 213

>ref|NP_001145525.1| [T hypothetical protein LOC100278941 [Zea mays]
gb|ACG48189.1| G| hypothetical protein [Zea mays]
Length=258

GFNF TD: 1002780941 10C10A278941 | hypothetical protein L0C100278941 [Zea mays]
(10 or fewer PubMed links)

Score = 71.2 bits (173), Expect = 4e-11, Method: Com8051t10na1 matrix adjust.
Identities = 42/108 (39%), Positives = 57/108 (53%) aps = 7/108 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V + RHFGCVLCR+ LAA++ Q L++IG G+ EQA F G
Sbjct 107 VVAFARHFGCVLCRKRADLLAAKQDDM QAAGVALVLIGPGSVEQAKAFEQTKFKGE--- 162

Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRWDM 108
VY DP_ SY AL F G+ STF A I+ +++G RQ W++
Sbjct 163 ---VYADPTHSSYDALEFAFGLFSTFTPAAGLKIIQLYREGYRQDWEL 207

>ref |[NP_030274.1| 2 unknown protein [Arabidopsis thaliana]

Psp|092UU2 .2|U308_ARATH [E RrecName: Full=uPFo308 protein At2g37240, chloroplastic; Flags:
recursor

gb|AAK91362.1| G| At2937240/F3G5.3 [Arabidopsis thaliana]
gb|AAC98045.2 | G| expressed protein [Arabidopsis thaliana]
gb|AAM67197.1| [ unknown [Arabidopsis thaliana]
gb|AAP21145.1| G| At2g37240/F3G5.3 [Arabidopsis thalianal
Length=248

GENE TD: 818301 AT2G37240 | hypothetical protein [Arabidopsis thalianal
(10 or fewer PubMed links)
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Score = 70.5 bits (171), Expect = 7e-11, Method: Com8051t10nal matrix adjust.
Identities = 44/124 (36%), Positives = 59/124 (48%) aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELﬁAREQAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA 60

_ +V "+ RHFGCVLCR L++IG G+ +QA F

Sbjct 96  VVAFARHFGCVLCRKRAAYLAEKKDVM-DASGVALVLIGPGSIDQANTFVEQTKFKG--- 151

Query 61  SIPVYTDPLRRSYLALRFRRGILSTENLPALONILDSFOKGERQRN-- - --- DMIPPDAF 114
VY DP SY AL F IL+5+ +G R D +

G+ TF QW
Sbjct 152 --EVYADPNHASYEALEFVSGVSVTFTPKAAMKILESYMEGYRQDWKLSFMKDTVERGGW 209
Query 115 QQGG 118
) QQGG
Sbjct 210 QQGG 213

>ref |XP_002334170.1| U G| predicted protein [Populus trichocarpa]

gb|EEF07066.1 | G| predicted protein [Populus trichocarpa]
Length=146

GENE TD: 7497195 POPTRDRAFT_941289 | hypothetical protein [Populus trichocarpa]
(10 or fewer PubMed links)

Score = 69.7 bits (169), Expect = 1le-10, Method: Com8051t10nal matrix adjust.
Identities = 40/106 (38%), Positives = 54/106 (51% aps = 6/106 (5%)

Query 1 LVIWPRHFGCVLCRRLVKEtﬁﬁREQAFROERKWRtMV%GCGTPEQQAKFRTDATLGPLPA 60

+V + RHFGCVLCRR G
Sbjct 46 VVAFARHFGCVLCRRRADYLAAKKD - IMDASGVALVLIGPGSVDQAKTFSEQTKFKG--- 101
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRW 106
SY AL+F G+ +TF A

I+ S+ +G RQ W
Sbjct 102 -—EVYADPSHSSYKALOFVSGVSTTFTPKAGLKIIOSYMEGYRQDW 145

>ref|XP_002468056.1| LU[E hypothetical protein SORBIDRAFT 01g038790 [Sorghum bicolor]
Lgb|EERggGS4 1] G| hypothetical protein SORBIDRAFT 019038790 [Sorghum bicolor]
eng

GENF TD: 28084887 SORRTDRAFT_01g038790 | hypothetical protein [Sorghum bicolor]
(10 or fewer PubMed links)

Score = 69.7 bits (169), Expect = le-10, Method: Compositional matrix adjust.
Identities = 42/108 (39%), Positives = 56/108 (52%), aps = 6/108 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V + RHFGCVLCR+ LAA+ L++I EQA F

Sbjct 106 VVAFARHFGCVLCRKRADLLAAK- QDVMQAAGVALVLIGPGSVEQAKAFCEQTKF ----- 159
Query 61 SIPVYTDPLRR%YLALRFRRSILgTFNLPALQNILDSFOKSERQRWDM 108
+++

) VY DP Y AL F TF I RQ W
Sbjct 160 KGEVYADPTHSSYDALEFAFGLFSTFTPAAGLKIIQLYREGYRQDWEL 207
>gb|ACR37670.1| unknown [Zea mays]
Length=259

Score = 69.3 bits (168) Expect = 2e-10, Method: Com8051t10nal matrix adjust.
Identities = 41/108 (38%), Positives = 56/108 (52% aps = 6/108 (5%)

Query 1 LVIWPRHFGCVLCRRLVKEtﬁﬁREQAFROERKWRtMV%GCGTPEQAAKFRTDATLGPLPA 60

~

+V + RHFGCVLCR G G+ EQA F
Sbjct 107 VVAFARHFGCVLCRKRADLLAAKQDDM-QAAGVALVLIGPGSVEQAKAFCEQTKF----- 160
Query o1 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRWDM 108
VY DP_ SY AL F G+ A +++G R

STF
Sbjct 161 KGEVYADPTHSSYDALEFAFGLFSTFTPAAGLKIIOLYREGYRQDWEL 208

>gb|ACN35248 1] [E unknown [Zea mays]
Length=224

GENE TD: 100278941 L0C100278941 | hypothetical protein LOC100278941 [Zea mays]
(10 or fewer PubMed 1links)

Score = 68.6 bits (166), Expect = 2e-10, Method: Com8051t10na1 matrix adjust.
Identities = 41/108 (38%), P051t1ves 56/108 (52% aps = 6/108 (5%)
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Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V + RHFGCVLCR+ LAA++ L++I EQA F

Sbjct 107 VVAFARHFGCVLCRKRADLLAAKQDDM OAAGVALVLIGPGSVEQAKAFCEQTKF ----- 160
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRWDM 108
VY DP. SY AL F G+ STF. A I+ +++G RQ W++

Sbjct 161 KGEVYADPTHSSYDALEFAFGLFSTFTPAAGLKIIOLYREGYRQDWEL 208

>ref|XP_002965388.1| L& hypothetical protein SELMODRAFT 68006 [Selaginella moellendorfi

Lgb|EEJ?§§26 .1 = hypothetical protein SELMODRAFT 68006 [Selaginella moellendorffii]
ength=

GENE ID: 9633660 SELMODRAFT_68006 | hypothetical protein
[Selaginella moellendorffii]™

Score = 67.8 bits (164), Expect = 5e-10, Method: Com8051t10na1 matrix adjust.
Identities = 40/119 (34%), Positives = 62/119 (53%) aps = 7/119 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREOAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V + RHFGC+LCR+ LA++++ F L+++G GT +QA F A+ P
Sbjct 21 VVAFARHFGCILCRKRADVLASKKEVF DAAGVSLVLVGPGTVDOAKAF---ASOTQFPG 76

Query 61 SIP¥¥TBELRR2YLALRFRRGILSTENLPALQNILDSFOKGERQRWDM IPPBAFQOGG 118

) A +F ++ + +G R GG
Sbjct 77  E--VYADPTHASFDAFQFVSGASTIFNPKAAMRVMGAHLEGYRQDWGLSFEKDTVQRGG 133

>gb|ACU20039.1| unknown [Glycine max]
Length=256

Score = 67.8 bits (164), Expect = 5e-10, Method: Com8051t10na1 matrix adjust.
Identities = 40/124 (33%), Positives = 61/124 (50° aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRkMVIGCGTPEQAAKFRTDATLGPLPA 60

+V + RHFGCVLCR+ G
Sbjct 104 VVAFARHFGCVLCRKRADYLSSKKD-IMDASGVALVLIGPGSIDQAKSFAEKSKFEG--- 159
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFOKGERORW ------ DMIPPDAF 114
+Y DP SY AL F G+L+TF A I+ +G R D +

W
Sbjct 160 --EIYADPTHSSYEALNFVSGVLTTFTPNAGLKIIOLYMEGYRQDWKLSFEKDTVSRGGW 217
Query 115 0868 118
Sbjct 218 KQGG 221

>ref | XP_002977235.1| = hypothetical protein SELMODRAFT 58056 [Selaginella moellendorfi

Lgb|EEJ%%g44 1] G| hypothetical protein SELMODRAFT 58056 [Selaginella moellendorffiil
eng

GENE ID: 9638970 SELMODRAFT 58056 | hypothetical protein
[Selaginella moellendorffii]™

Score = 67.4 bits (163), Expect = 5e-10, Method: Com8051t10na1 matrix adjust.
Identities = 40/119 (34%), Positives = 62/119 (53%) aps = 7/119 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V + RHFGC+LCR+ LA++++ F L+++G GT +QA F A+ P
Sbjct 21  VVAFARHFGCILCRKRADVLASKKEVF-DGAGVSLVLVGPGTVDQAKAF - --ASQTQFPG 76

Query ©61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFOKGERQRWDM IPPDAFQQGG 118
VY DP_ S+ A +F G FN A  ++ + +G RQ W + D_ Q+GG
Sbjct 77 E—-VYADPTHASFEAFQFVSGASTIFNPKAAMRVMGAHLEGYRQDWGLSFEKDTVORGG 133

>gb |ABK23985.1| unknown [Picea sitchensis]
Length=261

Score = 65.9 bits (159), Expect = 2e-09, Method: Com8051t10na1 matrix adjust.
Identities = 43/124 (35%), Positives = 62/124 (50%) aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREOAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) ++ + RHFGCVLCR+ LA++ L++IG G EQA F A P
Sbjct 109 VIGFARHFGCVLCRKRADVLASOKSOM DAAGVALVLIGPGNIEQAKAF---ADQTKFPG 164

Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFOKGERQRW —————— DMIPPDAF 114
I Y DP S+ AL+F G+ +TF A I++ + +G RQ W D + +

14/03/11 17:00



NCBI Blast:C.merolae | query NCBI tblastn Sell. (118 http://blast.ncbi.nlm.nih.gov/Blast.cgi

Sbjct 165 EI--YADPNHTSFNALKFVSGVFTTFTPLAATKIIELYVEGYRQDWGLSFQKDTMNRGGW 222
Query 115 QQGG 118

i QQGG
Sbjct 223 QQGG 226

>ref|XP_002273449.1| LULELY] PREDICTED: hypothetical protein [Vitis vinifera]

emblCBI32627 .3 & unnamed protein product [Vitis viniferal
Length=254

GENE ID: 100251717 L0C10AA251717 | hvnnthetical protein LOC100251717
[Vitis viniferal (10 or fewer PubMed links)

Score = 65.1 bits (157), Expect = 3e-09, Method: Com8051t10na1 matrix adjust.
Identities = 42/124 (34%), Positives = 58/124 (47%) aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

_ +V + RHFGCV CR+ +Q

Sbjct 102 VVAFARHFCCVFCRKRADLLASQKDRM-DASGVALVL IGPGSIDQAKAFSEQTNFKG--- 157

Query 61  SIPVYTDPLRRSYLALRFRRGILSTENLPALONILDSFOKGERQRW- --- - - DMIPPDAF 114
VY DP_ SY G+LSTF. A I+ R

LF +G RQ W

Sbjct 158 --EVYADPSHSSYEVLGFVSGVLSTFTPQAGLKIIQLYMEGYRQDWGLSFQRDTVTRGGH 215
Query 115 886G 118

Sbjct 216 QQGG 219

>ref | XP_002525198.1| [E conserved hypothetical protein [Ricinus communis]

gb|EEF37164.1| [ conserved hypothetical protein [Ricinus communis]
Length=249

GENE ID: 8283839 RCOM_0819880 | hypothetical protein [Ricinus communis]

Score = 63.5 bits (153), Expect = 7e-09, Method: Com8051t10na1 matrix adjust.
Identities = 40/124 (33%), Positives = 59/124 (48%) aps = 12/124 (9%)

Query 1 LVIWPRHFGCVLCRRLVKEtﬁﬁREQAFRQERKWRkMVIGCGTPEQQAKFRTDATLGPLPA 60

+V + RHFGCVLCR IG +Q
Sbjct 97  VVAFARHFGCVLCRKRADYLAAKKD-IMDASGVALVLIGPGSVDQAKTFSEQTKFKG--- 152
Query o1 SIP¥¥TBPLRRSYLALRFRRGILSTFNLPALQNILDSFQKGERQRW ------ DMIPPDAF 114

SY A +F G+ +TF A TI++ + +G RQ D_+ +
Sbjct 153 --EVYADTSHSSYEAFQFVSGVSTTFTPKAGLKIIELYMEGYRQDWKLSFEKDTVARGGW 210
Query 115 0868 118
Sbjct 211 RQGG 214

TrefLXP 002866692.1| G| hypothetical protein ARALYDRAFT 496819 [Arabidopsis lyrata subsp.
yrata

gb|EFH42951 1] G| hypothetical protein ARALYDRAFT 496819 [Arabidopsis lyrata subsp.
lyratal
Length=265

GENE ID: 9302764 ARALYDRAFT_496819 | hypothetical protein
[Arabidopsis lyrata subsp. lyratal

Score = 52.0 bits (123), Expect = 3e-05, Method: Compositional matrix adjust.
Identities = 40/124 (33%), Positives = 55/124 (45%), Gaps = 12/124 (9%)

Query 2 VEWPRHFGEVLERRLVKELAAREQAFRQERKWELTVE%CS$EEEQAKF§TDATLGPLPAS 61
Sbjct 110 VVLLRHFGCVCCWELATALKEAKPRF-DAAGVKLIAVGVGTPDKA- - -RILATRLPFPME 165
Query 62 IPV¥TBEL§RS¥LA&RFRRGILS¥ENLEQLQNILDSEQK----GERORWDMIEPB---AF 114
Sbjct 166 C-LYADPERKAYDVLGLYYGLGRTFFNPASTKVFSRFNEIREATKNYTIEATPEDRSSVL 224
Query 115 QQGG 118

GG

, QQ
Sbjct 225 QQGG 228
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>ref|NP_201385.2iE[!E unknown protein [Arabidopsis thaliana]
gb|AAM20692.1 | unknown protein [Arabidopsis thaliana]

gb|AAN15652. 1| unknown protein [Arabidopsis thalianal
Length=275

GENE TID: 836713 AT5GA5840 | hypothetical protein [Arabidopsis thalianal
(10 or fewer PubMed links)

Score = 51.6 bits (122), Expect = 4e-05, Method: Com8051t10na1 matrix adjust.
Identities = 40/124 (33%), Positives = 55/124 (45° aps = 12/124 (9%)

Query 2 VIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPAS 61
V+ RHFGCV C L L F +L+ +G GTP++A R AT PP
Sbjct 120 VVLLRHFGCVCCWELATALKEAKPRF DAAGVKLIAVGVGTPDKA- - -RILATRLPFPME 175
Query 62 IPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSF----QKGERQRWDMIPPD---AF 114
+Y DP R++Y G+ TF PA F PD
Sbjct 176 C- LYADPERKAYDVLGLYFGLGRTFFNPASTKVFSRFSEIREATKNYTIEATPEDRSSVL 234
Query 115 QQGG 118
_ QQGG
Sbjct 235 QQGG 238
>gb|ACU20324 1| unknown [Glycine max]
Length=251

Score = 50.8 bits (120), Expect = 5e-05, Method: Com8051t10na1 matrix adjust.
Identities = 39/125 (32%), Positives = 53/125 (43%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V  RHFGC+ C L F +L+ +G GTP +A R_A_ P P
Sbjct 95 VVAMLRHFGCICCWEFASALKESKARF DSAGIKLIAVGVGTPNKA- - -RILAERLPFPM 150
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNIL- --DSFQKGERQRWDMIPPD----A 113
: +Y DP R++Y L G+ TF + + QK + PD
Sbjct 151 DC-LYADPDRKAYNVLNLYFGLGRTFLNPASAKVFSRWDALQKAAKNYTIGATPDDISGV 209
Query 114 FQQGG 118

Sbjct 210 LQQGG 214

>ref |XP_002320012.1| U G| predicted protein [Populus trichocarpa]

gb | EEE98327.1| G| predicted protein [Populus trichocarpa]
Length=199

GFNF TD: 7497309 POPTRDRAFT_571999 | hypothetical protein [Populus trichocarpa]
(10 or fewer PubMed 1links)

Score = 50.1 bits (118), Expect = 9e-05, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 54/125 (44%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA 60
) +V  RHFGC C L L F +L+ IG GTP +A R A P P

Sbjct 43 VVALLRHFGCPCCWELASSLKESKEKF DSSGVKLIAIGVGTPNKA- - -RLLAERLPFPM 98

Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI---LDSFQKGERQRWDMIPPD----A 113

+Y DP R++Y L G+ TF PA + D+ +K + PD

Sbjct 99  DC-LYADPERKAYDVLGLYYGLGRTFFNPASAKVFSRFDALRKAVKNYTIEATPDDRSGY 157

Query 114 FQQGG 118

Sbjct 158 LQQGG 162

>emblCBI33071 3] unnamed protein product [Vitis viniferal

Length=159

Score = 49.7 bits (117), Expect = 1le-04, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 55/125 (44%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREOAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA 60
+V  RHFGC C L L +L+ +G GTP++A R A P P
Sbjct 3 VVALLRHFGCPCCWDLASALKESKERF DSAGVKLIAVGVGTPDKA- - -RILAERLPFPL 58

Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNIL---DSFQKGERORWDMIPPD----A 113
+Y DP R++Y L G TF PA 4L ++ QK + PD
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Sbjct 59  DC-LYADPDRKAYDVLGLYYGFGRTFFNPASAKVLLRFEALQKAVKNYTIKATPDDKSSYV 117
Query 114 Foogg 118

Sbjct 118 LQQGG 122

>gb|ADE77692.1| unknown [Picea sitchensis]

Length=276

Score = 49.3 bits (116) Expect = 1le-04, Method: Com8051t10nal matrix adjust.
Identities = 42/125 (34%), Positives = 53/125 (43% aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGELPA 60
+V RHFGC C L F +L+ IG GTPE+A R PP
Sbjct 120 VVALLRHFGCPCCWEFASTLKDVMPKF - DSAGVKLIAIGVGTPEKA---RILGERLPFPL 175
Query 61  SIPVYTDPLRRSYLALRFRRGILSTENLPALQNIL- - -DSFOKGERQRWDMIPPD----A 113
+Y DP R++Y AL G+ TF PA _ +L DS QK
Sbjct 176 D- 51 YADPDRKAYDALGLYYCGLGRTFENPASAKVLTREDSLOKALKNYTISATPEDRSSY 234
Query 114 FQQGG 118

i QQGG
Sbjct 235 LQQGG 239

~

>ref|XxP_002263922.1| LULELT] PREDICTED: hypothetical protein [Vitis vinifera]

emblCAN81556.1| G| hypothetical protein VITISV 040398 [Vitis vinifera]
Length=256

GENF TD: 100256614 10C10AM256614 | hypothetical protein [Vitis vinifera]
(10 or fewer PubMed links)

Score = 49.3 bits (116), Expect = 2e-04, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 55/125 (44%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V  RHFGC C L F +L+ +G GTP++A R A P P
Sbjct 100 VVALLRHFGCPCCWDLASALKESKERF DSAGVKLIAVGVGTPDKA- - -RILAERLPFPL 155
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALONIL---DSFQKGERORWDMIPPD----A 113
i +Y DP R++Y L TF_ PA  +L + QK PD
Sbjct 156 DC- LYADPDRKAYDVLGLYYGFGRTFFNPASAKVLLRFEALQKAVKNYTIKATPDDKSSV 214
Query 114 FQQGG 118
, QQGG
Sbjct 215 LQQGG 219
>emblCBI33293 .3| unnamed protein product [Vitis viniferal
Length=256

Score = 49.3 bits (116), Expect = 2e-04, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 55/125 (44%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V RHFGC C L L F +L+ +G GTP++A R A PP
Sbjct 100 VVALLRHFGCPCCWDLASALKESKERF DSAGVKLIAVGVGTPDKA- - -RILAERLPFPL 155
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPALONIL---DSFOKGERORWDMIPPD----A 113
] +Y DP R++Y L TF PA  +L + QK PD
Sbjct 156 DC- LYADPDRKAYDVLGLYYGFGRTFFNPASAKVLLRFEALQKAVKNYTIKATPDDKSSV 214
Query 114 FQQGG 118
QQGG
Sbjct 215 LQQGG 219
>gb |ACN32054.1| [E unknown [Zea mays]
Length=258

GFNF TD: 1AA275311 10€10A275311 | hypothetical protein LOC100275311 [Zea mays]
(10 or fewer PubMed 1links)

Score = 49.3 bits (116), Expect = 2e-04, Method: Com8051t10na1 matrix adjust.
Identities = 42/120 (35%), Positives = 51/120 (43%) aps = 12/120 (10%)

Query © RHFGCVLCRRLVKELAAREOAFRQERKWRLMVIGCGTPEOAAKFRTDATLGPLPASIPVY 65
RHFGC C L L +L+ IG GTPE+tA R A P P +Y
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Sbjct 105 RHFGCFCCWELASVLKDAMAEFDSAGA-KLIAIGVGTPEKA---RILADRLPFPMD-SLY 159
Query 66 TDPLRRSYLALRFRRgILSTFNLPALONI---LBSFQKG ERORWDMIPPD---AFSSGS 118
Sbjct 160 ADPERKAYSVLGLYHGLGRTLFSPASAKIYSRLDYIKKATENYTLEGTPADLTGVLQQGG 219

>ref|XP_003130905.1] [IIT PREDICTED: UPF0308 protein C9orf2l homolog isoform 2 [Sus sci
ength=

GENE ID: 100524271 L0C100524271 | UPF0308 protein C9orf21 homolog [Sus scrofal

Score = 48.1 bits (113), Expect = 4e-04, Method: Com8051t10na1 matrix adjust.
Identities = 37/118 (32%), Positives = 56/118 (48%) aps = 14/118 (11%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAERQERKWRkMVIGCGTPEQAAKFRTDATLGPLPA 60

) +V++ RHF C +C+ V++LA Q Q++
Sbjct 61 VVVFVRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 115
Query 61 EIPVYTDPLRRSYLALRFRRS--ILSTFNLPALQNILDSFOKGERO&WDMIEPDAFQQ 116
Sbjct 116 SHEIYVDPEREIYKRLGMKRGEEIASSGN- - - -- NI--HFIHRDRNRLDHKPINSVLQ 166

>ref |XP_001153024.1] [IIT] PREDICTED: similar to TPA exp: C90RF21 isoform 1 [Pan trogloc
eng

GENE ID: 465250 L0C465250 | similar to TPA exp: C90RF21 [Pan troglodytes]

Score = 48.1 bits (113), Expect = 4e-04, Method: Compositional matrix adjust.
Identities = 37/118 (32%), Positives = 56/118 (48%), aps = 14/118 (11%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAERQERKWRkMVIGCGTPEQAAKFRTDATLGPLPA 60

) +V++ RHF C +C+ V++LA Q Q++
Sbjct 59 VVVFVRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDSFOKGERORWDMIPPDAFQQ 116

] S +YDPR Y +RG I S+ N NI +RRD P +
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGN ----- NI--HFIHRDRNRLDHKPINSVLQ 164

>ref|NP_001051153.1| L[S 050390729200 [0ryza sativa Japonica Group]
gb|AA038464.1| G| hypothetical protein [Oryza sativa Japonica Group]
gb|ABF98679.1| G| expressed protein [Oryza sativa Japonica Group]
db?éBAF13067 1] [E 0503%0729200 [Oryza sativa Japonica Group]

AY91738.1| hypothetical protein 0sI 13379 [Oryza sativa Indica Group]
dbj |BAG94118.1| unnamed protein product [Oryza sativa Japonica Group]
Lgb|EEEgg858 .1 G hypothetical protein 0sJ 12440 [Oryza sativa Japonica Group]
eng

GENF TD: 4333087 0s0A3a0729200 | 050390729200 [Oryza sativa Japonica Groupl
(10 or fewer PubMed links)

Score = 47.8 bits (112), Expect = 4e-04, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 56/125 (45%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V RHFGC C L F +L+ +G GTP++A R A PP

Sbjct 102 VVALLRHFGCPCCWELASVLRDTKERF DSAGVKLIAVGVGTPDKA- - -RILAERLPFPL 157
Query 61 SIPVYTBELERS¥LALRFRRGILSTFNLEALQNI---LB%FQKGERQRWDMIPEB----A 113
Sbjct 158 DY-LYADPERKAYDLLGLYFGIGRTFFNPASASVFSRFDSLKEAVKNYTIEATPDDRASY 216
Query 114 FQQGG 118

) QQGG
Sbjct 217 LQQGG 221
>gb|ACU18761 1| unknown [Glycine max]
Length=251

Score = 47.8 bits (112), Expect = 5e-04, Method: Com8051t10na1 matrix adjust.
Identities = 39/125 (32%), Positives = 52/125 (42%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V  RHFGC C L L F +L+ +G GTP +A R A P P
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Sbjct 95  VVALLRHFGCPCCWELASALKESKARF-DSAGVKLIAVGIGTPNKA- - -RMLAERLPFPL 150
Query 61  SIPVYTDPLRRSYLALRFRRGILSTENLPALQNI---LDSFOKGERQRWDMIPPD. ---A 113
Sbjct 151 DC-LYADPDRKAYHVLNLYYGFGRTFFNPSSIKVFSRFDALQKAVKNYTIEATPDDRSGY 209
Query 114 FQQGG 118
_ 0QGG
Sbjct 210 LOQGG 214
>ref|XP_002928763.1| [l PREDICTED: UPF0308 protein C9orf21l-like, partial [Ailuropoda
melanol€ucal
Length=192

GENE ID: 100474756 L0C100474756 | UPF0308 protein C9orf2l-like
[Ailuropoda melanoleucal

Score = 47.8 bits (112) Expect = 5e-04, Method: Comp051t10nal matrix adjust.
Identities = 32/99 (33%), Positives = 50/99 (51%), Gaps = 8/99 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V++ RHF C +C+ V++LA +F QE L+VIG Q++ +
Sbjct 25 VVVFVRHFLCYICKEYVEDLAKIPKSFLOEADVTLIVIG ----- QSSYHHIEPFCKLTGY 79
Query 61  SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQ-NILD 96
] S #YDPR Y L +RG I S+ P ++ NIL
Sbjct 80  SHEIYVDPEREIYKKLGMKRGEEIASSGKSPHIKSNILS 118
>gb|EFB20490.1| hypothetical protein PANDA 018799 [Ailuropoda melanoleuca]
Length=186

Score = 47.8 bits (112) Expect = 5e-04, Method: Comp051t10nal matrix adjust.
Identities = 32/99 (33%), Positives = 50/99 (51%), Gaps = 8/99 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V++ RHF C +C+ V++LA  ++F QE L+VI ++ +

Sbjct 19  VVVFVRHFLCYICKEYVEDLAKIPKSFLQEADVTLIVIG----- QSSYHHIEPFCKLTGY 73

Query 61 EIPV¥TBELERSYLALRFRRG--ILSTFNLPALQ-NILD 96

+ Y L +RG I S+ P ++ NIL
Shjct 74 SHEIYVDPEREIYKKLGMKRGEEIASSGKSPHIKSNILS 112

igb|5ﬁwgg663 .1 2 chromosome 9 open reading frame 21, isoform CRA c [Homo sapiens]
ength=

GENF TD: 195827 C9orf21 | chromosome 9 open reading frame 21 [Homo sapiens]
(10 or fewer PubMed links)

Score = 47.8 bits (112), Expect = 5e-04, Method: Com8051t10na1 matrix adjust.
Identities = 37/118 (32%), Positives = 56/118 (48%) aps = 14/118 (11%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAERQERKWRLMVIECGTPEQAAKFRTDATLGPLPA 60

+V++ RHF C +C+ V++LA L+VI ++ +
Sbjct 59  VVVFVRHFLCYICKEYVEDLAKIPRSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDSFQKGERORWDMIPPDAFOQ 116

S +YDP R Y L +RG S+ N NI RRD P +
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGN----- NI--HFIHRDRNRLDHKPINSVLQ 164

>gb|ACU24130 1| unknown [Glycine max]
Length=251

Score = 47.8 bits (112), Expect = 5e-04, Method: Compositional matrix adjust.
Identities = 39/125 (32%), Positives = 52/125 (42%), aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGRLEA 60
+L+ +
Sbjct 95  VVALLRHFGCPCCWELASALKESKARF-DSAGVKLIAVGIGTPNKA- - -RMLAERLPFPL 150
Query 61  STPVYTDPLRRSYLALRFRRGILSTENLPALQNI- --LDSFOKGERQRWDMIPPD----A 113
+YDPR++Y L G TF D+ QK PD
Sbjct 151 DC- LYADPDRKAYHVLNLYYGFGRTFFNPSSIKVFSRFDALQKAVKNYTIEATPDDRSGV 209
Query 114 FQQGG 118

_ QGG
Sbjct 210 LQQGG 214

14/03/11 17:00



NCBI Blast:C.merolae | query NCBI tblastn Sell. (118 http://blast.ncbi.nlm.nih.gov/Blast.cgi

>ref |XP_002666723.1] ["XXT] PREDICTED: UPFO308 protein C9orf21l homolog [Danio rerio]
ength=

GENE ID: 100332791 L0C100332791 | UPFO308 protein C9orf21 homolog [Danio rerio]

Score = 47.8 bits (112) Expect = 5e-04, Method: Compositional matrix adjust.
Identities = 29/81 (36%5, Positives = 39/81 (49°), Gaps = 5/81 (6%)

Query 1 LV%WPEHEGEVLERRLVKELAAREQAFRQERKW&LMV%SCGTPEQAAKFRTDATkGPLEA 60
+VI+ +

Sbjct 55  IVIFVRHFLCYTCKEYVEDLGKIPQHVLQDSNVRLVVIGQSSYSHIQGF---CSLTGFPH 111

Query 61 SIPVYTDPLRRSYLALRFRRS 81

Sbjct 112 EI--YVDPERQIYKRLGLRRG 130

>ref |XP_002742741.1] &1 PREDICTED: UPF0308 protein C9orf21-like [Callithrix jacchus]
ength=

GENE ID: 100415410 L0C100415416 | UPF0308 protein C9orf2l-like
[Callithrix jacchus]

Score = 47.4 bits (111), Expect = 7e-04, Method: Com8051t10na1 matrix adjust.
Identities = 36/118 (31%), Positives = 57/118 (49% aps = 14/118 (11%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRtMV%ECGTPEQAAKFRTDATLGPLPA 60

+V++ RHF C +C+ V++LA  ++F QE Q++ ++
Sbjct 63  VVVFVRHFLCYICKEYVEDLARIPKSFLQEANVTLIVIG----- QSSYHHIESFCKLTGY 117
Query 61 SIPVYTDPLRRSYLALRFRRG-—ILSTFNLPALQNILDSFQKGERQRWDMIPPDAFOQ 116

S 4YDPR Y L +RG I S+ N RD P+
Sbjct 118 SHEIYVDPEREIYKRLGMKRGEEIASSGN ----- NI--HFIHRDKNRLDHKPINSVLQ 168

>ref|XP_002463941.1| L8 hypothetical protein SORBIDRAFT 01g009340 [Sorghum bicolor]

Lgb|EERggQ39 .1 G| hypothetical protein SORBIDRAFT 019009340 [Sorghum bicolor]
eng

GENE ID: 8060536 SORBIDRAFT_019g009340 | hypothetical protein [Sorghum bicolor]
(10 or fewer PubMed links)

Score = 47.0 bits (110), Expect = 8e-04, Method: Compositional matrix adjust.
Identities = 40/120 (34%), Positives = 51/120 (43%), aps = 12/120 (10%)

Query © RHFGCVLCRRLVKELAAREOAFRQERKWRLMVIGCGTPEOAAKFRTDATLGPLPASIPVY 65
RHEGC C L +L+ IG GTPE+RA R _A P P +Y
Sbjct 108 RHFGCFCCWELASVLKDSIAKFDSAGA KLIAIGVGTPEKA- - -RILADRLPFPLD-SLY 162

Query 66  TDPLRRSYLALRFRRGILSTFNLPALQNI---LDSFQKGERQ-RWDMIPPD---AFQQGG 118
) DP R++Y L G+ T PA I LD ++ + + PD QQGG
Sbjct 163 ADPERKAYNVLGLYHGLGRTLFNPASAKIYSRLDYIKEATKNYTLEATPADLTGVLQQGG 222

>ref|XP_002463942.1| L[S hypothetical protein SORBIDRAFT 01g0089350 [Sorghum bicolor]

Lgb|EERggg40 .1 G| hypothetical protein SORBIDRAFT 019009350 [Sorghum bicolor]
eng

GENE TD: 8059958 SORBIDRAFT_019g009350 | hypothetical protein [Sorghum bicolor]
(10 or fewer PubMed links)

Score = 47.0 bits (110), Expect = 8e-04, Method: Com8051t10na1 matrix adjust.
Identities = 39/120 (33%), Positives = 52/120 (44%) aps = 12/120 (10%)

Query © RHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPASIPVY 65
RHFGC C L L F +L+ +G GTP AK R A PP +Y
Sbjct 109 RHFGCPCCWELASVLRDTKEKF DSAGVKLIAVGVGTP- - -AKARILAERLPFPLEY-LY 163

Query 66 TDPLRRSYLALRFRRGILSTFNLEALONI---LDSFQKGERQRWDMIPPD----AFOQGG 118

) DP R++Y L G+ TF A + DS ++ + PD QQGG
Sbjct 164 ADPDRKAYNLLGLYFGVGRTFFNPASAKVFSRFDSLKEAVKNYTMEATPDDRAGVLQQGG 223

>ref|XP_003130904.1| ["I=XT] PREDICTED: UPF0308 protein C9orf21 homolog isoform 1 [Sus sci
ength=
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GENE ID: 100524271 L0C100524271 | UPF0308 protein C9orf21 homolog [Sus scrofal

Score = 47.0 bits (110) Expect = 0.001, Method: Comp051t10nal matrix adjust.
Identities = 32/99 (33%), Positives = 50/99 (51%), Gaps = 8/99 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREOAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V++ RHF C +C+ V++LA F QE L+VIG Q++
Sbjct 61 VVVFVRHFLCYICKEYVEDLAKIPKSFLOEANVTLIVIG ----- QSSYHHIEPFCKLTGY 115

Query 61  SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQ-NILD 96
S +YDP R Y L +RG S+ P ++ N
Sbjct 116 SHEIYVDPEREIYKRLGMKRGEEIASSGKSPHIKSNILS 154

>ref |[NP_001069904.1| UGM| hypothetical protein L0C616897 [Bos taurus]
sp|Q148E0.1|CI621 BOVIN [ RecName: Full=UPF0308 protein C9orf21 homolog
gb|AAI18426.1| & chromosome 9 open reading frame 21 ortholog [Bos taurus]
gb|DAA26600 1] G| hypothetical protein L0C616897 [Bos taurus]

Length=228

GENE ID: 616897 C&H9arf21 | chramasome 9 open reading frame 21 ortholog
[Bos taurus] (10 or fewer PubMed links)

Score = 47.0 bits (110) Expect = 0.001, Method: Comp051t10nal matrix adjust.
Identities = 32/99 (33%), Positives = 50/99 (51%), Gaps = 8/99 (8%)

Query 1 LVIWPRHEGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

) +V++ RHF C +C+ V++LA ++F QE L+VI ++ +
Sbjct 61 IVVFVRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 115
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQ NILD 96
S +YDPR Y P ++ NIL

S+
Sbjct 116 SHEIYVDPEREIYKRLGMKRGEEIASSGOSPHVKSNILS 154

irefl§P2832269002.1| (LI prepICTED: hypothetical protein, partial [Vitis viniferal]
ength=

GENE ID: 100245543 L0C100245543 | hypothetical protein L0C100245543
[Vitis viniferal

Score = 46.6 bits (109), Expect = 0.001, Method: Com8051t10na1 matrix adjust.
Identities = 38/125 (31%), Positives = 51/125 (41° aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V RHFGC C L L +L+ +G GTP +A A P P
Sbjct 67 VVALLRHFGCFCCWELASALKESKATF DSAGVKLIAVGVGTPNKACIL- - -AERLPFPM 122
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI---LDSFQKGERQRWDMIPPD----A 113
] +Y DP R++Y L G+ T PA + +S QK +
Sbjct 123 DC-LYADPDRKAYDVLGLYYGLSRTLFSPASAKVFSRFESLQKALKNYTLEGTPDDKSGY 181
Query 114 FQQGG 118

_ QQGG
Sbjct 182 LQQGG 186

>ref|NP_001170360.1| L& hypothetical protein LOC100384338 [Zea mays]

gb|ACN36745.1| [E unknown [Zea mays]
Length=162

GENE ID: 100384338 pcol01707a | L0C100384338 [Zea mays]

Score = 46.2 bits (108), Expect = 0.001, Method: Com8051t10na1 matrix adjust.
Identities = 40/125 (32%), Positives = 547125 (44%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA 60
i +V  RHFGC C L L F +L+ +G GTP  AKR_A PP

Sbjct 6 VVALLRHFGCPCCWELASVLRDTKERF DSAGVKLIAVGVGTP- - -AKARILAERLPFPL 61

Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI---LDSFQKGERQRWDMIPPD----A 113
) +Y DP R++Y L G+ TF PA + DS ++ + PD

Sbjct 62  EY-LYADPDRKAYNLLGLYFGVGRTFFNPASAKVFSRFDSLKEAVKNYTIEATPDDRAGY 120

Query 114 FQQGG 118
QQGG
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Sbjct 121 LQQGG 125

>ref |XP_001493974.2] ["IXT] PREDICTED: similar to UPFO308 protein C9orf2l [Equus caballus
ength

GENE ID: 100062308 L0C100062308 | hypothetical protein LOC100062308
[Equus caballus]

Score = 46.2 bits (108) Expect = 0.001, Method: Compositional matrix adjust.
Identities = 26/81 (33%5, Positives = 41/81 (51°), Gaps = 5/81 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V++ RHF C +C+ V++LA F QE L+VIG Q++ +

Sbjct 65 VVVFMRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG ----- QSSYHHIEPFCKLTGY 119

Query 61  SIPVYTDPLRRSYLALRFRRG 81
S +YDP R Y L +RG

Sbjct 120 SHEIYVDPEREIYKRLGMKRG 140

>embLCBI33289 .3|] unnamed protein product [Vitis vinifera]

Length=255

Score = 46.2 bits (108), Expect = 0.001, Method: Com8051t10na1 matrix adjust.
Identities = 38/125 (31%), Positives = 517125 (41%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V  RHFGC C L L F +L+ +G GTP + A PP

Sbjct 99 VVALLRHFGCFCCWELASALKESKATF DSAGVKLIAVGVGTPNKACIL---AERLPFPM 154

Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI- - -LDSFQKGERQRWDMIPPD----A 113
] +Y DP R++Y L G+ T PA + +S QK + PD

Sbjct 155 DC-LYADPDRKAYDVLGLYYGLSRTLFSPASAKVFSRFESLQKALKNYTLEGTPDDKSGY 213

Query 114 FQQGG 118
_ QQGG

Sbjct 214 LQQGG 218

>gb | ACN25853.1| [E unknown [Zea mays]

Length=261

GENE ID: 100384338 pcol01707a | L0C100384338 [Zea mays]

Score = 46.2 bits (108), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 39/120 (33%), Positives = 52/120 (44°) aps = 12/120 (10%)

Query © RHFGCVLCRRLVKELAAREOAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPASIPVY 65
RHFGC C L L F +L+ +G GTP AKR A PP +Y

Sbjct 110 RHFGCPCCWELASVLRDTKERF DSAGVKLIAVGVGTP- - -AKARILAERLPFPLEY-LY 164

Query 66 TDPLRRS¥LALRFRREILSTENLBALQNI--—LBSFQKGERQRWDMIPEB-—--AFOQGG 118

DP R QQGG
Sbjct 165 ADPDRKAYNLLGLYFGVGRTFFNPASAKVFSRFDSLKEAVKNYTIEATPDDRAGVLQQGG 224

>ref |XP_002820049.1] [EXT PREDICTED: UPFO308 protein C9orf21l-like [Pongo abelii]
ength

GENE ID: 100438036 L0C100438036 | UPF0308 protein C9orf2l-like [Pongo abelii]

Score = 46.2 bits (108) Expect = 0.001, Method: Compositional matrix adjust.
Identities = 31/99 (32%5, P051t1ves 50/99 (51°), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) +V++ RHF C +C+ V++LA ++F QE L+VIG Q++ +
Sbjct 59 VVVFVRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDS 97
YDPR Y L R I

S + +RG S+ P +++
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGQSPHVKSNLLS 152

>ref |XP_520707.2| ["IXT] PREDICTED: similar to TPA exp: C90RF21 isoform 2 [Pan troglodyte
eng

GENE ID: 465250 L0C465250 | similar to TPA exp: C90RF21 [Pan troglodytes]
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Score = 46.2 bits (108) Expect = 0.001, Method: Compositional matrix adjust.
Identities = 31/99 (32%5, Positives = 50/99 (51%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAEROERKWRtMVIGCGTPEQAAKFRTDATLGPLPA 60

) +V++ RHF C +C+ V++LA Q I Q++ +
Sbjct 59  VVVFVRHFLCYICKEYVEDLAKIPKSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61  SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDS 97
S +Y DP R P+++ L S

Y L +RG S+
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGQSPHVKSNLLS 152

>ref|NP_714542.1| [ILEI hypothetical protein LOC195827 [Homo sapiens]
sp|Q7RTV5.1|CI621 HUMAN RecName: Full=UPF0308 protein C9orf2l

tpg |DAAGE065.1| [E TPA exp: COORF21 [Homo sapiens]

emb | CAI40534.1| [ novel protein [Homo sapiens]

gb | EAW92662.1| & chromosome 9 open reading frame 21, isoform CRA b [Homo sapiens]
gb|AAI36504.1| & chromosome 9 open reading frame 21 [Homo sapiens]

Length=226

GENF TD: 195827 C9orf21 | chromosome 9 open reading frame 21 [Homo sapiens]
(10 or fewer PubMed links)

Score = 45.8 bits (107) Expect = 0.002, Method: Comp051t10nal matrix adjust.
Identities = 31/99 (32%5, Positives = 50/99 (51%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRtMVIGCGTPEQAAKFRTDATLGPLPA 60

] +V++ RHF C QE IG Q++
Sbjct 59 VVVFVRHFLCYICKEYVEDLAKIPRSFLQEANVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG- -ILSTFNLPALQNILDS 97
S +Y DP R P+++ L S

Y L +RG I S+
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGQSPHIKSNLLS 152

igb|5ﬁwg%661 .1 & chromosome 9 open reading frame 21, isoform CRA a [Homo sapiens]
eng

GENF TD: 195827 C9orf21 | chromosome 9 open reading frame 21 [Homo sapiens]
(10 or fewer PubMed links)

Score = 45.4 bits (106) Expect = 0.002, Method: Comp051t10nal matrix adjust.
Identities = 30/93 (33%), Positives = 48/93 (52%), Gaps = 7/93 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V++ RHF C +C+ V++LA +F QE L+VIG ++ +
Sbjct 59  VVVFVRHFLCYICKEYVEDLAKIPRSFLQEANVTLIVIC- - - - - QSSYHHIEPFCKLTGY 113
Query 61  SIPVYTDPLRRSYLALRFRRG--ILSTFNLPAL 91
S +Y DPR Y L +RG I S+ +L +L
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGSLQSL 146
>ref|XP_001106503.1| ["XXT] PREDICTED: UPFO308 protein C9orf2l-like [Macaca mulatta]
Length=226
GENE ID: 710488 L0C710488 | similar to UPFO308 protein C9orf21 [Macaca mulatta]

Score = 45.4 bits (106) Expect = 0.003, Method: Comp051t10nal matrix adjust.
Identities = 31/99 (32%5, Positives = 50/99 (51%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V++ RHF C +C+ V++LA +F QE L+VIG ++ +

Sbjct 59 VVVFVRHFLCYICKEYVEDLAKIPKSFLOEANVTLIVIG ----- QSSYHHIEPFCRLTGY 113

Query 61 SIPV¥TBPLERSYLALRFRRG—-ILSTFNLPALQNILDS 97

S +Y DP Y L +RG I S+ P +++ L S
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEIASSGQSPHVKSNLLS 152

irefl§P2322191279.1| (XX prepIcTED: hypothetical protein [Taeniopygia guttatal
ength=

GENE ID: 100224761 L0C100224761 | hypothetical protein L0C100224761
[Taeniopygia guttata]
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Score

Query
Sbjct
Query
Sbjct
Query
Sbjct

= 45.4 bits (106),
Identities = 35/125 (28%),

1
55
61
110
115
170

Expect = 0.003, Method:
Positives = 56/125 (45%), Gaps = 12/125 (9%)

LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA
+V++ R+F C C+ V++LA +AF RL+
IVLFVRNFLCYTCKEYVEDLAKVPKAFLOESNVRLIVIGOSSYHHIKPFCSLTGY -----
SIPVYTDPLRRSYLALRFRRGILSTFNLPALONILDSFOKGERQRWDMIPPDAF ------

+Y DP R Y L +RG +F R W AF
THEMYVDPPREIYKILGMKRGEGNKASVRSPHVKSNTFLGSIRSIWRAMTGPAFDFOGDP
-QQGG 118

QQGG
AQQGG 174

>emblCAN81555.1| hypothetical protein VITISV 040397 [Vitis vinifera]
Length=201

Score

Query
Sbjct
Query
Sbjct
Query
Sbjct

>ref|XP_002263959

=45.1 bits (105),
Identities = 38/125 (31%),

1
45
61
101
114
160

Length=255
GENE ID: 100249728 10C100249728 | hvnonthetical protein L0C100249728

[Vitis vinifera]

=45.1 bits (105),
Identities = 38/125 (31%),

Score =

Query
Sbjct
Query
Sbjct
Query
Sbjct

>gb|EAY91739.1|

1
99
61
155
114
214

Length=259

Score =

Query
Sbjct
Query
Sbjct
Query
Sbjct

>gb | EEE59859. 1|

1
106
61
162
116
221

Length=283

Score

= 45.1 bits (105),

=45.1 bits (105),
Identities = 40/123 (33%),

Expect =
P051t1ves = 51/125 (41%) aps = 12/125 (9%)

LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA
+V  RHFGC F +L+ +G GTP + A PP
VVALLRHFGCFCCWELASALKESKARF DSAGVKLIAVGVGTPNKACIL---AERLPFPM
SIPVYTDPLRRSYLALRFRRGILSTFNLPALONI---LDSFQKGERORWDMIPPD----A
+Y DP R++Y L T PA +S QK PD
DC- LYADPDRKAYDVLGLYYGLSRTLFSPASAKVFSRFESLQKALKNYTLEGTPDDKSGV

118

164

(10 or fewer PubMed links)

Expect =
Positives = 51/125 (41%), aps = 12/125 (9%)

LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA
+V RHFGC C L L F +L+ +G GTP + A PP
VVALLRHFGCFCCWELASALKESKARF DSAGVKLIAVGVGTPNKACIL—--AERLPFPM
SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI - - -LDSFQKGERQRWDMIPPD- - - -A

+Y DP R++Y L G+ T PA + +S QK + PD
DC-LYADPDRKAYDVLGLYYGLSRTLFSPASAKVFSRFESLQKALKNYTLEGTPDDKSGV
FQQGG 118

QQGG
LQQGG 218

Expect =
Positives = 547123 (44%), aps = 10/123 (8%)

LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMYIGCGTPEQAAKFRTDATLGPLPA
+V  RHFGC C L L F +L+ IG GTP++A R A P P
VVALLRHFGCFCCWELASVLKESMAKFDAAGA -KLTAIGVGTPDKA- - -RILADGLPFPV
SIPVYTDELRRS¥LAtRFRR8ILSTFNLPﬁ LQNItDSFQKGERQ RWDMIEPB---AFS
D-SLYADPERKAYDVLGLYHGLGRTLISPAKMYSGLNSIKKVTKNYTLKGTPADLTGILQ
QGG 118

QGG

QGG 223

Expect

http://blast.ncbi.nlm.nih.gov/Blast.cgi

Com8051t10nal matrix adjust.

60

109
114
169

0.003, Method: Com8051t10na1 matrix adjust.

60

100
113
159

Y| (X=X prepICTED: hypothetical protein [Vitis vinifera]

0.003, Method: Compositional matrix adjust.

60

154
113
213

hypothetical protein 0sI 13380 [Oryza sativa Indica Group]

0.003, Method: Compositional matrix adjust.

60

161
115
220

hypothetical protein 0sJ 12441 [Oryza sativa Japonica Group]

= 0.003, Method: Compositional matrix adjust.
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Identities = 40/123 (33%), Positives = 54/123 (44%), Gaps = 10/123 (8%)
Query 1 LVIWPRHFEEVLERRLVKELAAREQAFROERKWRLMV%8C8¥EEQQAKFRTDATLGPLPA 60
++
Sbjct 106 VVALLRHFGCFCCWELASVLKESMAKFDAAGA-KLIAIGVGTPDKA---RILADGLPFPV 161
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPA LONILDSFOKGERQ RWDMIPPD---AFQ 115
] +Y DP R++Y L T PA + L+S +K P D Q
Sbjct 162 D- SLYADPERKAYDVLGLYHGLGRTLISPAKMYSGLNSIKKVTKNYTLKGTPADLTGILO 220
Query 116 QGG 118
GG

Q
Sbjct 221 QGG 223

>ref |[NP_001051154.1| U G| 050390729300 [Oryza sativa Japonica Group]
gb|AA038466.1| G| unknown protein [Oryza sativa Japonica Group]

gb|ABF98681.1| G| UPF0308 protein, chloroplast precursor, putative, expressed [Oryza
sativa Japonica Group]

dbj |BAF13068.1| G| 050390729300 [Oryza sativa Japonica Group]

db]LBA698418 1] & unnamed protein product [Oryza sativa Japonica Group]
Length=259

GENF TD: 4333088 0<03a0729300 | 050390729300 [Oryza sativa Japonica Group]
(10 or fewer PubMed 1links)

Score = 45.1 bits (105), Expect = 0.003, Method: Com8051t10nal matrix adjust.
Identities = 40/123 (33%), Positives = 54/123 (44%) aps = 10/123 (8%)

Query 1 LVIWPEHEEEVLERRLVKELAAREQAFRQERKWRtMVIGCGTPEQQAKFETDQTLGELEA 60
Sbjct 106 VVALLRHFGCFCCWELASVLKESMAKFDAAGA-KLIAIGVGTPDKA---RILADGLPFPV 161
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPA-LQNILDSFQKGERQ-RWDMIPPD---AFQ 115
] +Y DP R++Y L G+ T PA + + L+S +K + P D Q
Sbjct 162 D-SLYADPERKAYDVLGLYHGLGRTLISPAKMYSGLNSIKKVTKNYTLKGTPADLTGILQ 220
Query 116 QGG 118
) QGG
Sbjct 221 QGG 223

>ref | XP_002533575.1| G| conserved hypothetical protein [Ricinus communis]

gb|EEF28810.1| [ conserved hypothetical protein [Ricinus communis]
Length=255

GENE ID: 8276075 RCOM_0366250 | hypothetical protein [Ricinus communis]

Score = 45.1 bits (105), Expect = 0.004, Method: Com8051t10na1 matrix adjust.
Identities = 39/125 (32°), P051t1ves = 50/125 (40% aps = 12/125 (9%)

Query 1 LVIWPEEFGCVLCRRtVKEtAAREQAERQERKWRkMV%GCSTBEQAAKFETDQTLGBLEA 60
Sbjct 99  VVALLRHFGCPCCWELASVLKEAKSKF-DSAGVKLIAIGVGAPNKA- - -RMLADRLPFPM 154
Query 61 SIPV¥TBELRRS¥LAtRFRRgILS¥FNLB§LQNI-——LDSFQKGERQRWDMIPEB——-—A 113
Sbjct 155 DC-LYADPNREAYNVLGLYYGFGRTFFNPASAKVFSRFDSLRQAVKNYTIEATPDDRSGV 213
Query 114 FQQGG 118

_ QGG
Sbjct 214 LQQGG 218

>ref |XP_001588758.1| G| hypothetical protein SS1G 10305 [Sclerotinia sclerotiorum 1980]

Lgb|ERNgz432 .1 G hypothetical protein SS1G 10305 [Sclerotinia sclerotiorum 1980]
eng

GENE ID: 5484650 SS1G_10305 h¥pothetica1 protein
[Sclerotinia sclerotiorum 1980 UF-70

Score = 44.7 bits (104) Expect = 0.004, Method: Compositional matrix adjust.
Identities = 29/91 (32%), Positives = 46/91 (51%), Gaps = 12/91 (13%)

Query 1 LVIWPRHFGCVLCRRLVKELAA---REQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
L+I+ RHF C C+ ++ LAA V+GCG+P ++ +AT

21 de 32 14/03/11 17:00



NCBI Blast:C.merolae | query NCBI tblastn Sell. (118 http://blast.ncbi.nlm.nih.gov/Blast.cgi

22 de 32

Sbjct 87 LITFTRHFFCGNCQEFLRTLAASITEDSLLQLHTPTFIAVVGCGSPSLIPMYQ-EATKCP 145
Query 58 LPASIPVYTDPLRRSYLALRFRRGILSTFNL 88

Y DP R+ Y L
Sbjct 146 F----PIYADPTRKLYDEL----GMMRTLNL 168

>ref |XP_001784902.1| = predicted protein [Physcomitrella patens subsp. patens]

gb|E0050291 1] G| predicted protein [Physcomitrella patens subsp. patens]
Length=187

GENE ID: 5948108 PHYPADRAFT_154541 | hvnothetical nrofein
[Physcomitrella patens subsp. patens] (10 or fewer PubMed links)

Score = 44.7 bits (104), Expect = 0.004, Method: Com8051t10na1 matrix adjust.
Identities = 38/125 (31%), Positives = 56/125 (45%) aps = 12/125 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V + RHFGC C L F ++L+ IG G P P _PA
Sbjct 31 IVAFLRHFGCPFCWEFAAALREAKPKF DAAGFKLITIGVG- PSSKAQVLSEKL--PFPA 86
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPALQNILDSFQK--GERQRW--DMIPPD---A 113
+Y DP R++Y AL G+ T+ PA I K + W D++P +
Sbjct 87 DC- LYADPDRKAYDALGLYHGVARTWLNPASMOIFTRLDKVADAVKGWNRDVMPDNTAAT 145
Query 114 FQQGG 118

QQGG
Sbjct 146 LQQGG 150

treflﬁnggs380'1| ["I=XT] PREDICTED: similar to UPF0308 protein C9orf2l1 [Canis familiaris]
ength=

GENE ID: 606835 L0C606835 | similar to UPF0308 protein C9orf21l
[Canis lupus familiaris]

Score = 44.7 bits (104) Expect = 0.004, Method: Compositional matrix adjust.
Identities = 31/99 (32%), Positives = 49/99 (50%) , Gaps = 8/99 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) +V++ RHF C +C+ V++LA QE L+VIG Q++ +
Sbjct 63 VVVFVRHFLCYICKEYVEDLAKIPKSVLQEADITLIVIG ----- QSSYHHIEPFCKLTGY 117
Query 61  SIPVYTDPLRRSYLALRFRR--GILSTFNLPALQ-NILD 96
S 4YDPR Y L +R GI S+ P ++ NIL
Sbjct 118 SHEIYVDPEREIYKKLGMKRGEGIASSGKSPHIKSNILS 156
Z{gg ZP_02926219.1| hypothetical protein VspiD 06235 [Verrucomicrobium spinosum DSM
Length=304

Score = 44.7 bits (104) Expect = 0.004, Method: Comp051t10nal matrix adjust.
Identities = 30/84 (36%), Positives = 38/84 (46%), Gaps = 5/84 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
i LV++ RH GC_CR ++A A R+ G P LPA
Sbjct 162 LVVFLRHAGCTFCREALADIARVRPAIEASGT RIALVHMGEPAAFAAFSGOYGLADLPA 220
Query 61  SIPVYTDPLRRSYLALRFRRGILS 84
DP RR'Y L RRG L

S
Sbjct 221 ----VADPSRRLYRGLGLRRGKLS 240

irefl)éPI281116318.1| X1 PREDICTED: UPF0308 protein C9orf21l-like [Macaca mulatta]
ength=

GENE ID: 720662 L0C720662 | UPF0308 protein C9orf2l-1like [Macaca mulattal

Score = 44.7 bits (104) Expect = 0.004, Method: Compositional matrix adjust.
Identities = 25/75 (34%), Positives = 37/75 (50%), Gaps = 5/75 (6%)

Query 7 HFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPASIPVYT 66
] HF C +C+ V++LA  ++F QE L+VIG Q++ + P S +Y
Sbjct 65  HFLCYICKEYVEDLAKIPESFLQEANVTLIVIG----- QSSYHHIEPFCKPTGYSHEIYV 119
Query 67  DPLRRSYLALRFRRG 81
DP R Y L +RG

+
Sbjct 120 DPEREMYKRLGMKRG 134
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treflﬁnggZ798298'll "X prep1cTED: hypothetical protein [Oryctolagus cuniculus]
ength=

GENE ID: 100342762 L0C100342762 | hypothetical protein L0C100342762
[Oryctolagus cuniculus]

Score = 44.3 bits (103) Expect = 0.005, Method: Compositional matrix adjust.
Identities = 26/81 (33%5, P051t1ves 41/81 (51°), Gaps = 5/81 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) +V++ RHF C +C+ V++LA Q+F +E L+VIG Q++ +
Sbjct 59 VVVFVRHFLCYVCKEYVEDLAKVPQSFLREADVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG 81
+Y DPR Y L +RG

S
Sbjct 114 SHEIYVDPEREIYKRLGMKRG 134

>ref |XP_681257. 1@@ hypothetical protein AN7988.2 [Aspergillus nidulans FGSC A4]
gb | EAA58791.1| hypothetlcal protein AN7988.2 [Aspergillus nidulans FGSC A4]
AE e|CBF73658.1| TPA: conserved hypothetical protein [Aspergillus nidulans FGSC

Length=226

GENE TD: 2869289 AN798R.2 | hypothetical protein [Aspergillus nidulans FGSC A4]
(10 or fewer PubMed links)

Score = 43.5 bits (101), Expect = 0.008, Method: Com8051t10na1 matrix adjust.
Identities = 26/100 (26%), Positives = 48/100 (48%) aps = 8/100 (8%)

Query 1 LV%WPEHEGEVLCRRLVKELAAR ------ EQAFRQERKWRLMV%SEETPEQAAKFRTDA¥ 54
++1+ +
Sbjct 49  VIIFIRHFFCIYDQDYVRTVSHHLTDSVLQTISKTGGPIQLMIIGCGDPSLIVPYVSETT 108
Query 55  LGPLPASIPVYTDPLRRSYLALRFRRGILSTFNLPALQNI 94
G + A PVYTDP

+ +Y L R+ + + P +
Sbjct 109 -GDI-AQFPVYTDPDGKLYEKLHMKRTLTNIMHPPVYAQV 146

igb|ERngg35 .1 G| similar to UPF0308 protein C9orf21l, isoform CRA ¢ [Rattus norvegicus]
eng

GENE ID: 498685 L0C498685 | similar to UPF0308 protein C9orf21
[Rattus norvegicus]

Score = 43.1 bits (100) Expect = 0.012, Method: Comp051t10nal matrix adjust.
Identities = 30/99 (31%), Positives = 49/99 (50%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] +V++ RHF C +C+ V++LA E L+VIG ++ +

Sbjct 59 VVVFVRHFLCYVCKEYVEDLAKIPKSVLOEADVTLIVIG ----- QSSYHHIEPFCKLTGY 113

Query 61  SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDS 97
] S 4YDPR Y L +4+RG I S+ P +++ L S

Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEISSSGQSPHIKSNLLS 152

>delBAE26709 1] 3 unnamed protein product [Mus musculus]

Length=182

GFNF TD: 66129 111AA18J18Rik | RIKEN cDNA 1110018J18 gene [Mus musculus]
(Over 10 PubMed links)

Score = 43.1 bits (100), Expect = 0.013, Method: Com8051t10na1 matrix adjust.
Identities = 35/118 (30%), Positives = 55/118 (47%) aps = 14/118 (11%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREOAFROERKWRkMVIGCGTPEQAAKFRTDATLGPLPA 60

] +V++ RHF C +C+ V++LA E VIG Q++
Sbjct 59  VVVFVRHFLCYVCKEYVEDLAKIPKSVLREADVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDSFQKGERQRWDMIPPDAFOQ 116
S +YDP R Y L +RG S+ N NI RRD P +
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEISSSGN----- NI--HFVHRDRDRLDHKPINSVLQ 164

>ref|ZP_01909602.1| hypothetical protein PPSIR1 24939 [Plesiocystis pacifica SIR-1]
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Lgb|ERM7§490 .1| hypothetical protein PPSIR1 24939 [Plesiocystis pacifica SIR-1]
eng

Score = 42.7 bits Expect = 0. 014 Method: Compositional matrix adjust.
Identities = 38/122 32/ ositives = 53/122 (44%), Gaps = 12/122 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] L+++ RH+ CV C R V+EL+ R R + IG EQ A F L
Sbjct 76  LLLFLRHYACVGCSRQVEELSPRVLEL- SALGVRAVFIGSGDAEOMAAFAQRHAL--TDK 132
Query 61 SIPVYTDPLRRSYLALRFRRGILSTFNLPA----LQNILDSFQKGERQRWDMIPPDAFQO 116
++ + DP  SY A RR + S A L I+D F+ G
Sbjct 133 AVVMVCDPALGSYAAADMRRSLWSAVEPRAWWYQLVAIMDGFRPGRG ----- LQGEVTOQ 187
Query 117 GG 118
GG

Sbjct 188 GG 189

>ref |XP_001829670.2| G| hypothetical protein CC1G 11406 [Coprinopsis cinerea okayama7#13(

LgblEﬁUg%%Zl 2] G| hypothetical protein CC1G 11406 [Coprinopsis cinerea okayama7#130]
eng

GENE ID: 6006103 CC1G_11406 £ g othetical nrotein )
[Coprinopsis cinerea oKayama7#13 ? 10 or fewer PubMed 1links)

Score = 42.4 bits (98) Bect = 0.018, Method: Compositional matrix adjust.
Identities = 28/108 (26° ositives = 47/108 (44%), Gaps = 16/108 (14%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

+VI+ RHF C V+ +A ++V+GCG
Sbjct 55 VVIFIRHFFCGSCQMYVEHVAKVPASNLEOAGVQIVVVGCGDWKAIPMYHETTGF ----- 109
Query 61 SIPVYTDPLRRSYLALRFRRGILSTF ----------- NLPALQNILDS 97

+ P+tY DP R Y A N+P +QN+L S

Sbjct 110 TGPIYADPNRDLYFALGMTLQNLEMTPKGOPRPSYLANVPVVONVLQS 157

>ref |XP_002628008.1| E conserved hypothetical protein [Ajellomyces dermatitidis SLH1408]

gb|EEQ72686.1 [E conserved hypothetical protein [A{ellomyces dermatitidis SLH14081]
Lgb EEQ%%SOZ .1 conserved hypothetical protein [Ajellomyces dermatitidis ER-3]
eng

GENE_ID: 8507079 BDBG_00916 l hggothetical protein
[Ajellomyces dermatitidis SLH140

Score = 42.4 bits (98), Expect = 0.020 Method Comp051t10na1 matrix adjust.
Identities = 25/71 (36%), Positives = 36/71 (51%), Gaps = 6/71 (8%)

Query 1 kV%WPEHEGEVLERRL¥EELAAREQAFR8 ERKWRLMVIGCGTPEQAAKFETBATLGPLP 59
+I+ +
Sbjct 51  LIIFIRHFFCGSCQDYVKAVSESIPAPSQLPTNTTIIIVGCGASSLIATYR-DTTKCPF- 108

Query 60  ASIPVYTDPLR 70
P+YTDP R
Sbjct 109 ---PIYTDPTR 116

igb|EEQ%267l .1] hypothetical protein PTT 05482 [Pyrenophora teres f. teres 0-1]
eng

Score = 42.4 bits (98), Expect = 0.022, Method: Compositional matrix adjust.
Identities = 29/91 (32%), Positives = 44/91 (49%), Gaps = 12/91 (13%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR---EQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
L+I+ RHE C C+ LA+ E + VIGCG P+ + +AT
Sbjct 120 LIIFIRHFFCGNCQEYIRTLASSVKPEDLLALPTPTSITVIGCGRPDLIPMY IEATSCP 178

Query 58 LPASIPVYTDPLRRSYLALRFRRGILSTFNL 88
P+Y +P R+ Y L G+ T+NL
Sbjct 179 F----PIYAEPTRKLYDHL----GMTRTYNL 201

>gb | ABF98680. 11 expressed protein [Oryza sativa Japonica Group]
bj|BAG90239.1| wunnamed protein product [Oryza sativa Japonica Group]
Leng h=192

Score = 42.0 bits (%; Expect = 0.023, Method: Comp051t10na1 matrix adjust.

),
Identities = 32/90 6%), Positives = 43/90 (48°), Gaps = 5/90 (5%)
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Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V RHFGC C L L F +L+ +G GTP++A R A PP
Sbjct 102 VVALLRHFGCPCCWELASVLRDTKERF DSAGVKLIAVGVGTPDKA- - -RILAERLPFPL 157

Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLPA 90
+Y DP R++Y L GI TF PA
Sbjct 158 DY-LYADPERKAYDLLGLYFGIGRTFFNPA 186

>ref |XP_001547900.1| G| hypothetical protein BC1G_ 13584 [Botryotinia fuckeliana B05.10]
Lgb|ERN%gZ35 .1 = hypothetical protein BC1G_13584 [Botryotinia fuckeliana B05.10]
eng

GENE ID: 5428362 BC1G_13584 $ hypothetical protein
[Botryotinia fuckeliana B05.1

Score = 42.0 bits (97), Expect = 0.025, Method: Composition-based stats.
Identities = 29/93 (32%), Positives = 46/93 (50%), Gaps = 12/93 (12%)

Query 1 LVIWPRHFGCVLCRRLVKELA---AREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
] LVI+ RHF C LA + V+GCG+P +AT P
Sbjct 110 LVIFIRHFFCGNCQEYLRTLATSITEDSLLQLHTPTFIAVVGCGSPSLIPMYO EATNCP 168

Query 58  LPASIPVYTDPLRRSYLALRFRRGILSTFNLPA 90
P+Y DP ++ Y L G++ T NL A
Sbjct 169 F----PIYADPTKKLYDEL----GMMRTLNLGA 193

>ref |[NP_001102584.1| U G| hypothetical protein L0C498685 [Rattus norvegicus]
Lgb|EEL?g%33 1] [ simitar to UPFO308 protein C9orf21, isoform CRA a [Rattus norvegicus]
eng

GENE ID: 498685 L0C498685 | similar to UPF0308 protein C9orf21l
[Rattus norvegicus]

Score = 42.0 bits (97), Expect = 0.026, Method: Compositional matrix adjust.
Identities = 25/81 (31%), Positives = 40/81 (50%), Gaps = 5/81 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) +V++ RHF C +C+ V++LA QE L+VIG Q++ +
Sbjct 59 VVVFVRHFLCYVCKEYVEDLAKIPKSVLQEADVTLIVIG ----- QSSYHHIEPFCKLTGY 113
Query 61  SIPVYTDPLRRSYLALRFRRG 81
S +YDP R Y L +RG
Sbjct 114 SHEIYVDPEREIYKRLGMKRG 134
>gb |AAI36502.1| B coorf21 protein [Homo sapiens]
Length=172

GENE TD: 195827 C9arf21 | chromosome 9 open reading frame 21 [Homo sapiens]
(10 or fewer PubMed links)

Score = 42.0 bits (97), Expect = 0.027, Method: Comp051t10na1 matrix adjust.
Identities = 29/94 (31°), Positives = 46/94 (49°), Gaps = 7/94 (7%)

Query 6 RHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPASIPVY 65
i +HF C V++LA F QE L+VIG Q++ + S +Y
Sbjct 10 QHFLCYICKEYVEDLAKIPRSFLOEANVTLIVIG ----- QSSYHHIEPFCKLTGYSHEIY 64

Query 66 TBEL&RSYLAtRFRRG--ILSTFNLPALQNILDS 97

P+++ L S
Sbjct 65 VDPEREIYKRLGMKRGEEIASSGQSPHIKSNLLS 98

;Ee{éXP 001940231.1| G| conserved hypothetical protein [Pyrenophora tritici-repentis

%b{EDU42950 .1 [2 conserved hypothetical protein [Pyrenophora tritici-repentis
Length= 342

GENE ID: 6348196 PTRG_09899 | hy gothetlcal protein
[Pyrenophora tritici-repentis Pt-

Score = 42.0 bits (97), Expect = 0.028, Method: Comp051t10na1 matrix adjust.
Identities = 29/91 (32%), Positives = 44/91 (49%), Gaps = 12/91 (13%)
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Query 1 LVIWPRHEGCVLCRRLVKELAAR- - -EQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
_ L+I+ RHF LA+ VIGCG P+ +AT
Sbjct 120 LIIFIRHFFCGNCQEYIRTLASSVKPEDLLALPTPTSITVIGCGRPDLIPMY TEATGCP 178

Query 58 LPASIPVYTDPLRRSYLAtRFRRgILS¥FNL 88

. P+Y +P_R+ Y L
Sbjct 179 F----PIYAEPTRKLYDHL----GMTRTYNL 201

>emblCAI40533 1] [E novel protein [Homo sapiens]
Length=179

GENF TD: 195827 C9orf21 | chromosome 9 open reading frame 21 [Homo sapiens]
(10 or fewer PubMed links)

Score = 41.6 bits (96), Expect = 0.032 Method Comp051t10na1 matrix adjust.
Identities = 29/94 (31%), Positives = 46/94 (49%), Gaps = 7/94 (7%)

Query 6 RHFGCVLCRRLVKELAAREOAFRQERKWRLMVIGCGTPEOAAKFRTDATLGPLPASIPVY 65

) +HF C +C+ V++LA E VIG Q++ + +Y
Sbjct 17 QHFLCYICKEYVEDLAKIPRSFLQEANVTLIVIG ----- QSSYHHIEPFCKLTGYSHEIY 71
Query 66 TBELERSYLALRFRRG--ILSTFNLPALONILDS 97

) Y L +RG I S+ P +++ L S
Sbjct 72  VDPEREIYKRLGMKRGEEIASSGQSPHIKSNLLS 105

>emb |CBI57389.1| unnamed protein product [Sordaria macrosporal

Length=411
Score = 41.2 bits (95), Bect = 0.040, Method: Composition-based stats.
Identities = 36/113 (3%2%), Positives = 51/113 (46%), Gaps = 15/113 (13%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR---EQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
. L+I+ RHE C C+ L+A R + VIGCG P Q AT P
Sbjct 124 LIIFVRHFFCGQCQEYLRTLSASITPDALLRLPLSTFIAVIGCGDP QLIDMYAQATNCP 182
Query 58 LPASIPVYTDPLRRSYLALRFRRGILSTFNLPA ------ LONILDSFQKGERO 104
P+Y DP R+ Y L PA LD

S_+G_+Q
Sbjct 183 F----PIYADPTRKLYOELGMVR TLALGEKPAYTSKNIVKTSLDSILQGIKO 230

>delBABZ4662 1] E unnamed protein product [Mus musculus]
Length=186

GFNE TD: 66129 1110018J18Rik | RIKEN cDNA 1110018]18 gene [Mus musculus]
(Over 10 PubMed 1links)

Score = 41.2 bits (95), Expect = 0.041, Method: Comp051t10na1 matrix adjust.
Identities = 29/99 (30%), Positives = 49799 (50%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V++ RHF C +C+ V++LA ++ +E L+VIG

Sbjct 19  VVVFVRHFLCYVCKEYVEDLAKIPKSVLREADVTLIVIG----- QSSYHHIEPFCKLTGY 73
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDS 97
S P +++ L S

+Y DP R Y +RG I S+
Sbjct 74 SHEIYVDPEREIYKRLGMKRGEEISSSGOSPHIKSNLLS 112

>db]lBAE49544 1] E unnamed protein product [Mus musculus]
Length=194

GFENE TD: 66129 1110018J18Rik | RIKEN cDNA 1110018]18 gene [Mus musculus]
(Over 10 PubMed links)

Score = 41.2 bits (95), Expect = 0.043, Method: Comp051t10na1 matrix adjust.
Identities = 29/99 (30%), Positives = 49/99 (50%), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
+V++ RHF C +C+ V++LA ++ +E L+VI ++ +

Sbjct 27  VVVFVRHFLCYVCKEYVEDLAKIPKSVLREADVTLIVIG----- QSSYHHIEPFCKLTGY 81

Query 61 SIPV¥TBPLERSYLALRFRRG--ILSTFNLPALQNILDS 97

S + P Y L +RG I S+ P+++ L S
Shjct 82 SHEIYVDPEREIYKRLGMKRGEEISSSGQSPHIKSNLLS 120
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>ref |[NP_079646.1| U G M pothetical protein L0C66129 [Mus musculus]
sp|Q9D1A0.1|CI021 MOUSE RecName: Full=UPF0308 protein C9orf21 homolog
dbj |BAB22993.1| & unnamed protein product [Mus musculus]

dbj |BAE28518.1| & unnamed protein product [Mus musculus]

gb|AAI40306.1| [E RIKEN cDNA 1110018118 gene [synthetic construct]
gb|EDL16238.1| [E RIKEN cDNA 1110018318, isoform CRA b [Mus musculus]
gb|AAI56632.1| [E RIKEN cDNA 1110018318 gene [synthetic construct]
Length=226

GENE TD: 66129 1110018J18Rik | RIKEN cDNA 1110018J18 gene [Mus musculus]
(Over 10 PubMed links)

Score = 41.2 bits (95), Expect = 0.049, Method: Comp051t10na1 matrix adjust.
Identities = 29/99 (30%), Positives = 49/99 (50°), Gaps = 7/99 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRtMVIECGTPEQAAKFRTDATLGPLPA 60

+V++ RHF C +C V++LA +E
Sbjct 59  VVVFVRHFLCYVCKEYVEDLAKIPKSVLREADVTLIVIG----- QSSYHHIEPFCKLTGY 113
Query 61 SIPVYTDPLRRSYLALRFRRG--ILSTFNLPALQNILDS 97

S +Y DP P+++ L S

Y +RG S+
Sbjct 114 SHEIYVDPEREIYKRLGMKRGEEISSSGQSPHIKSNLLS 152
>gb|AD028366 1| upf0308 protein c9orf2l-1like protein [Ictalurus furcatus]
Length=223

Score = 40.8 bits (94), Expect = 0.059, Method: Compositional matrix adjust.
Identities = 24/81 (30%), Positives = 37/81 (46%), Gaps = 5/81 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
] ++I+ RHF C C+ V++L+ Q RL+VIG Q+ +A

Sbjct 55 IIIFVRHFLCFTCQEYVEDLSQIPQEILLDADVRLIVIG ————— QSGFSHIEAFCSLTGY 109

Query 61 SIPVYTDPLRRSYLALRFRRG 81

+Y DP R Y L +RG
Sbjct 110 QHEIYVDPERHIYEKLGMKRG 130

>ref$YP 001543559.1| G| hypothetical protein Haur 0783 [Herpetosiphon aurantiacus ATCC

gb;ABX03431 .1 G| hypothetical protein Haur 0783 [Herpetosiphon aurantiacus ATCC
Length=184

GENE ID: 5732667 Haur_0783 + hygothetlcal protein
[Herpetosiphon aurantiacus ATCC 23779]

Score = 40.4 bits (93), Expect = 0.071, Method: Comp051t10nal matrix adjust.
Identities = 31/91 (35%), Positives = 42/91 (47%), Gaps = 6/91 (6%)

Query 1 LVIWPEHFSEVtERRLVKELAARE8AFROERKWRLMVIGCSTPEQAAKFRTDATLGPLPA 60
L++
Sbjct 32 LLMLMRHVGCGLCRQQLYRLREYQQRFHHAH-CEIAVIIMGDAKMAHGFR- - -QLNRLP- 86

Query o1 SIPVYTDPLRRSYLALRFRRGILSTFNLPAL 91

PVY+DP + Y A +G L T
Sbjct 87 -FPVYSDPKOHVYEAFEIGQGSLWTVAGPHV 116

dbj |[BAE63848.1| unnamed protein product [AspergiTlus oryzae]
Length=250

GENE ID: 5997067 AOR 1 12280884 | hvnnthetical nrotein
[Aspergillus oryzae RIBZ0] (10 or fewer PubMed links)

Score = 40.4 bits (93), Expect = 0.071, Method: Comp051t10na1 matrix adjust.
Identities = 24/79 (31%), Positives = 36/79 (46%), Gaps = 8/79 (10%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQE-—-RKWRLMVIGCGTPEQAAKFRTDATLGP 57

>releP 001824981.1| G| hypothetical protein AOR 1 1228084 [Aspergillus oryzae RIB40]

LVI+ RHF C C+ L+A E +++IGCG P
Sbjct 75 LVIFVRHFFCGSCQEFLRTLSASITPKALEPLATSTSVVIIGCGDPGLIEMYEKETN--- 131
Query 58 LPASIPVYTDPLRRSYLAL 76
P+YTDP R+ Y L
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Sbjct 132 --CQFPIYTDPTRQLYQDL 148

>ref |XP_002383597.1| G| conserved hypothetical protein [Aspergillus flavus NRRL3357]

Lgb|EEDggG61 .1 [2 conserved hypothetical protein [Aspergillus flavus NRRL3357]
eng

GENE ID: 7910923 AFLA_097240 | hypothetical protein
[Aspergillus flavus NRRL3357]

Score = 40.4 bits (93), Expect = 0.072, Method: Comp051t10na1 matrix adjust.
Identities = 24/79 (31%), Positives = 36/79 (46%), Gaps = 8/79 (10%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQE---RKWRLMVIGCGTPEQAAKFRTDATLGP 57
LVI+ RHF C C+ L+A E +++IGCG P
Sbjct 75 LVIFVRHFFCGSCQEFLRTLSASITPKALEPLATSTSVVIIGCGDPGLIEMYEKETN--- 131
Query 58 LPASIPVYTDPLRRSYLAL 76
P+YTDP R+ Y

L
Sbjct 132 --CQFPIYTDPTRQLYQDL 148

>ref|XP_001368977.1| LYY PReDICTED: similar to C9ORF21 [Monodelphis domestical
ength=

GENE ID: 100014720 L0C100014720 | similar to C90RF21 [Monodelphis domestical

Score = 40.4 bits ExBect = 0.077, Method: Compositional matrix adjust.
Identities = 37/128 (29° ositives = 57/128 (45%), Gaps = 18/128 (14%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

+V++ RHF C C+ V++LA ++F L+VI F
Sbjct 187 IVVFVRHFLCYTCKEYVEDLAKIPKSFLQDANVTLIVIGOSSFOHIEPFCKLTRY ----- 241
Query 61 SIPVYTDPLRRSY--LALRFRRGILSTFNLPALQNILDSFQKGEROR WDMIPPDAF--- 114
) S +Y D P+++ L S G Q W AF
Sbjct 242 SHEIYVDTERKIYRKLGMNKGEGIASSEOSPHVKSNLLS---GSIOSLWRAVTGPAFDFO 298
Query 115 ----QQGG 118

_ QQGG
Sbjct 299 GDPAQQGG 306

>ref|NP_001158627.1| L& uPFo308 protein C9orf21 homolog [Oncorhynchus mykiss]

gb|AC008544.1| [ urre3es protein C9orf21 homolog [Oncorhynchus mykiss]
Length=224

GENE ID: 100305250 ci021 | UPF0308 protein C9orf21l homolog
[Oncorhynchus mykiss]

Score = 40.4 bits (93), Expect = 0.079, Method: Comp051t10nal matrix adjust.
Identities = 28/85 (33%), Positives = 39/85 (46%), Gaps = 5/85 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEOAAKFRTDATLGPLPA 60
] +VI+ R+F C C+ V +L+ +E  RL+VIG F +L_ P
Sbjct 55 VVIFVRNFLCHTCKEYVDDLSRIPAEILKEAGLRLVVIGOSSHHHIESF---CSLTGYPH 111
Query 61  SIPVYTDPLRRSYLALRFRRGILST 85
I YDPR Y

L RRG +S
Sbjct 112 DI--YVDPERCIYKRLGMRRGEMSV 134

irefLNP 001177306.1| G| selenoprotein L [Ciona intestinalis]
ength

GFNF TD: 100175034 sell | selenoprotein L [Ciona intestinalis]
(10 or fewer PubMed links)

Score = 40.4 bits (93), Expect = 0.087, Method: Compositional matrix adjust.
Identities = 29/91 (32%), Positives = 43/91 (48%), Gaps = 6/91 (6%)

Query 1 kV%WPEHEGCVLC&RLVKELAAREQAERSER&WRLMVIGCSTPEQAAKFRTBAT&GPLPA 60
Sbjct 150 LVILLRHFAULPURKHVTEIQEKQDEFSQ-LKCSIILVSFG--EEAG---ADLWLKETKF 203
Query o1 SIPVYTDPLRRSYLALRFRRGILSTFNLPAL 91

S P+ R+ Y AL +N AL

Y D
Sbjct 204 SFPMYLDKQRKIYSALGLGRSVAKVYNCNAL 234
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>releP 002606071.1| G| hypothetical protein HRM2 48590 [Desulfobacterium autotrophicum

b%ACN17907 .1 [2 conserved hypothetical protein [Desulfobacterium autotrophicum
Length 134

GENE_ID: 7500210 HRM2 48590 hMRothefira1 nrotein )
[Desulfobacterium autofrophlcum M2] (10 or fewer PubMed 1links)

Score = 40.0 bits (92), Expect = 0.089, Method: Comp051t10na1 matrix adjust.
Identities = 24/94 (26°), Positives = 43/94 (46°), Gaps = 6/94 (6%)

Query 11 VLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPASIPVYTDPLR 70
CR+ V ELA + F+ ++ L+VIG G P +FR G +++DP

Sbjct 1 MFCRQOVAELATOANRFK DKGAALVVIGSGDPRYFKQFREITGYGG- - - - - QLFSDPSL 54

Query 71  RSYLALRFRRGILSTFNLPALQNILDSFQKGERQ 104

++ L F I ++ ++ + + G
Sbjct 55 EAFSVLNFSSSITGFMSINSMFKAVSALANGHRQ 88

>ref |XP_961259.1| G| h¥pothet1cal protein NCU04268 [Neurospora crassa OR74A]
emb [CAT28745.1| _putative protein [Neurospora crassal

Lgb|EﬁAi%023 .1 [ conserved hypothetical protein [Neurospora crassa OR74A]
eng

GENE TD: 3877301 NCUQA4268 | hypothetical protein [Neurospora crassa OR74A]
(10 or fewer PubMed links)

Score = 40.0 bits (92), Expect = 0.10, Method: Composition-based stats.
Identities = 27/83 (33%), Positives = 38/83 (46%), aps = 8/83 (9%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR---EQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
) L+I+ RHF C C+ L+A R + V+GCG P Q AT P
Sbjct 124 LIIFVRHFFCGOCQEYLRTLSASITPDALLRLPLSTFIAVVGCGNP QLIDMYAQATNCP 182
Query 58 LPASIPVYTDPLRRSYLALRFRR 80
] P+Y DP R+ L R
Sbjct 183 F----PIYADPTRKLYQELGMVR 201
>gb|ACI68733.1] Clorf93 homolog [Salmo salar]
Length=224

Score = 40.0 bits (92), Expect = 0.11, Method: Compositional matrix adjust.
Identities = 28/85 (33%), Positives = 39/85 (46%), Gaps = 5/85 (5%)

Query 1 LV%WPEHEGEVLCRRL¥KEkAAREQAFROERKWEtMVIECGTPEQAAKFRTDATLGPLBA 60
+VI+
Sbjct 55  VVIFVRNFLCHTCKEYVDDLSRIPAEVLKEAGLRLVVIGQSSHHHIESF---CSLTGYPH 111
Query 61 SIPVYTDPLRRSYLALRFRRGILST 85
Y DP R L

RR
Sbjct 112 DI--YVDPERCIYKRLGMRRGEMSV 134

>gb|EDL16239 1] [ RIKEN cDNA 1110018318, isoform CRA_c [Mus musculus]
Length=141

GFNE TD: 66129 111A018J18Rik | RIKEN cDNA 1110018]18 gene [Mus musculus]
(Over 10 PubMed links)

Score = 39.7 bits (91), Expect = 0.14, Method: Com8051t10nal matrix adjust.
Identities = 24/81 (30%), Positives = 40/81 (50% aps 5/81 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) +V++ RHF C +C+ V++LA  ++ +E L+VIG Q++ +

Sbjct 59  VVVFVRHFLCYVCKEYVEDLAKIPKSVLREADVTLIVIG----- QSSYHHIEPFCKLTGY 113

Query 61 SIPV¥TBPLERSYLALRFRRG 81

S +Y DP Y L +RG
Sbjct 114 SHEIYVDPEREIYKRLGMKRG 134

;;e{%XZT003050915.1| G| hypothetical protein NECHADRAFT 69625 [Nectria haematococca mpVI
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79b1§E245202.1| G hypothetical protein NECHADRAFT 69625 [Nectria haematococca mpVI
Length=386

GENE ID: 9668148 NECHADRAFT 69625 | hypothetical protein
[Nectria haematococca mpVI 77-1

Score = 39.7 bits (91) ExBect = 0.15, Method: Composition-based stats.
Identities = 34/116 (30° ositives = 50/116 (44°) Gaps = 21/116 (18°)

Query 1 LVIWPRHFGCVLCRRLVKELA---AREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
L+I+ RHF C C+ E R + VIGCG P D

Sbjct 148 LIIFVRHFFCGNCQEFLRSLSDAVTPEALLRLPVSTFIAVIGCGDPAL ----- IDMYVNE 202

Query 58 LPASIPVYTDPLRRSYLAtRFRRgILSTFNLPA --------- LQNILDSFQKSERO 104

+ T A DS +Q
Sbjct 203 TNCRFPVYTDPTRSLFHAL- - - -GMTKTLQMGAKPAYMRKSMTRSIVDSIVQGVKQ 254

>ref$YP 001543558.1| G| hypothetical protein Haur 0782 [Herpetosiphon aurantiacus ATCC

gb;ABX03430 .1 G hypothetical protein Haur 0782 [Herpetosiphon aurantiacus ATCC
Length=183

GENE ID: 5732666 Haur 0782 + hyBothetlcal protein
[Herpetosiphon aurantiacus ATCC

Score = 39.3 bits (90), Expect = 0.15, Method: Com8051t10na1 matrix adjust.
Identities = 20/73 (28%), Positives = 39/73 (54% aps 6/73 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
L+ + R+ GC +CR+ + L +QAF+ + W+++V+ G E

Sbjct 37 LIFFMRNIGCGICRQTLLNLRDYDQAFK- DAGWOIVVLMMGNVELVSRFRSMYNI ----- 90

Query 61 SIPVYTDPLRRSY 73

P+Y D + Y
Sbjct 91 PFPIYVDQSLQVY 103

EEEElZP_01089021.1| hypothetical protein DSM3645 00440 [Blastopirellula marina DSM
382%EA082136'1| hypothetical protein DSM3645 00440 [Blastopirellula marina DSM
Length=184

Score = 38.9 bits (89), Expect = 0.21, Method: Com8051t10na1 matrix adjust.
Identities = 27/89 (31%), Positives = 38/89 (43% aps = 6/89 (6%)

Query 1 kVIWPEHFgCVLERRLVEEkAAREQAFRQERKWRLMV%GCGTPEQAAKFRTDATkGPLPA 60
+ +
Sbjct 41  LIQFARHLGCTFCRDRAKQLKLDYPEI-QQHNGDVVFITMGTHERAQQLQDGMQL- - --- 94
Query 61  SIPVYTDPLRRSYLALRFRRGILSTFNLP 89
) V. DP R +Y AR RG +S P
Sbjct 95  PFDVLVDPHRAAYQAFRVPRGNVSQVAGP 123
>ref |XP_001800743.1| G| hypothetical protein SNOG 10473 [Phaeosphaeria nodorum SN15]

gb|EAT81867.1| G| hypothetical protein SNOG 10473 [Phaeosphaeria nodorum SN15]
Length=338

GENE ID: 5977650 SNOG_10473 | hypothetical protein [Phaeosphaeria nodorum SN15]

Score = 38.1 bits (87), Expect = 0.35, Method: Com8051t10nal matrix adjust.
Identities = 29/93 (32%), Positives = 42/93 (46% aps = 12/93 (12%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR---EQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGP 57
i L+I+ RHF C C+ E + VIGCG P + T
Sbjct 122 LIIFIRHFFCGNCQEYLRTLSSSINAEALLALPTPTSITVIGCGKPALIPMY AETTKCP 180
Query 58 LPASIPVYTDPLRRSYLALRFRRGILSTFNLPA 920
P+Y DP R+ Y L TF L A

Sbjct 181 F----PIYADPTRKLYDLL----GMTRTFOLGA 205

35$;$¥P—001547656'1| G| hypothetical protein Haur 4898 [Herpetosiphon aurantiacus ATCC
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2g9;83X07528.1| G hypothetical protein Haur 4898 [Herpetosiphon aurantiacus ATCC
Length=193

GENE ID: 5736734 Haur_4898 + hygothetlcal protein
[Herpetosiphon aurantiacus ATCC 23779

Score = 38.1 bits (87), Expect = 0.35, Method: Com8051t10na1 matrix adjust.
Identities = 33/89 (38%), Positives = 45/89 (51% aps = 6/89 (6%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60

L+++ RH GC +CRR + +L AFR LVI T AL LP
Sbjct 30  LLVFLRHPGCAVCRRNLLDLYEYTTAFRM- LDINLAVI---TMAEPAAAQAFARLYRLP- 84
Query o1 SIPVYTDPLRRSYLALRFRRGItSTFNLP 89

IP+Y+DP R+ Y A F G P
Sbjct 85 -IPIYSDPERQIYRAAGFSEGSLYSVASP 112

>gb|ACI70682 1| Clorf93 homolog [Salmo salar]
Length=232

Score = 38.1 bits (87), Expect = 0.37, Method: Com8051t10na1 matrix adjust.
Identities = 26/85 (31%), Positives = 39/85 (46% aps = 5/85 (5%)

Query 1 LVIWPRHFGCVLCRRLVKELAAREQAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLPA 60
) ++I+ R+F C C+ V +L+ +E  RL+VIG F +L_ P

Sbjct 63 VIIFVRNFLCHTCKEYVDDLSRIPAEVLKEAGLRLVVIGOSSHHHIESF---CSLTGYPH 119

Query ©61 SIPV¥TBPLERS¥LALRFRRGILST 85

+ P L RRG +S
Sbjct 120 DM--YVDPERCIYKRLGMRRGEMSV 142

>ref |XP_002544130.1| G| predicted protein [Uncinocarpus reesii 1704]

gb|EEP78801.1| G| predicted protein [Uncinocarpus reesii 1704]
Length=245

GENE ID: 8443780 UREG_03647 | hypothetical protein [Uncinocarpus reesii 1704]

Score = 38.1 bits (87), Expect = 0.38, Method: Com8051t10na1 matrix adjust.
Identities = 23/81 (29°), Positives = 34/81 (42% aps 6/81 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR-EQAFROERKWRtMV%GCGTPEQAAKFRTDATLGPLP 59

+V++ RHF C  C+ V+ L++ + G + +
Sbjct 80  MVVFVRHFFCGSCQDYVQTLSSSIPSPASLPTGTSLVVIGCGATSLIPMYAKTTS----- 134
Query 60 ASIPVYTDPLRRSYLALRFRR 80

S P+YTDP_ R 'Y R
Sbjct 135 CSFPIYTDPTSRLYTIFGMTR 155

>ref |XP_002114328.1| G| hypothetical protein TRIADDRAFT 58024 [Trichoplax adhaerens]
gb|EDV23418.1] [& hypothetical protein TRIADDRAFT 580624 [Trichoplax adhaerens]
eng

GENF TD: 6755541 TRTADDRAFT_58024 | hypothetical protein [Trichoplax adhaerens]
(10 or fewer PubMed 1links)

Score = 38.1 bits (87), Expect = 0.40, Method: Com8051t10na1 matrix adjust.
Identities = 22/60 (37%), Positives = 28/60 (47% aps 5/60 (8%)

Query 17 VKELAAEEQAFROERKWRLMVIGESTPEQAAKFRTDATLGPLPASIPVYTDPLRRSYLAL 76

AF +E RL+VIG Y D
Sbjct 93 VYKYSKRSYAFLKEANVRLIVIGCGKPNFIKKFRQETGYNH- - - - - DMYCDPQRTIYSKL 147

>gb|EFW13835.1| conserved hypothetical protein [Coccidioides posadasii str. Silveira]
Length=246

Score = 37.4 bits (85), Expect = 0.62, Method: Compositional matrix adjust.
Identities = 23/81 (29%), Positives = 34/81 (42%), aps = 6/81 (7%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR- EOAFROERKWRLMVIGCGTPEQAAKFRTDATLGPLP 59
+V++ RHF C C+ V L++ L+VIGCG
Sbjct 81 MVVFVRHFFCGSCQDYVATLSSSIPSPASLPPGVNLVVIGCGASSLISMYANTTS ----- 135

Query 60  ASIPVYTDPLRRSYLALRFRR 80
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S P+YTDP R
Sbjct 136 CSFPIYTDPTGRLYSIFGMTR 156

Er%yxg 003?70048 1] G| hypothetical protein CPC735 032390 [Coccidioides posadasii C735
elta SOwgp

J[EER27903 .1 G| hypothetical protein CPC735 032390 [Coccidioides posadasii C735
del a SOng
Length=20

GENE ID: 9695543 CPC735_ 032390 l hggothetlcal protein
[Coccidioides posadasii T735 delta SO0Wgp]

Score = 37.4 bits (85), Expect = 0.63, Method: Comgosrclonal matrix adjust.
Identities = 22/74 (30%), Positives = 33/74 (45%), Gaps = 6/74 (8%)

Query 1 LVIWPRHFGCVLCRRLVKELAAR EOAFRQERKWRLMVIGCGTPEQAAKFRTDATLGPLP 59

+V++ RHF C  C+ VIGCG
Sbjct 41 MVVFVRHFFCGSCODYVATLSSSIPSPASLPPGVNLVVIGCGASSLISMYANTTS ----- 95
Query 60  ASIPVYTDPLRRSY 73

S P+YTDP_ RY
Sbjct 96  CSFPIYTDPTGRLY 109
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