Additional Data File 5: Putative Hymenoptera-specific Genes
The 10,000 bp region around the ant-bee alignment of every putative Hymenoptera-
specific gene is depicted relative to the annotated honey bee genome.

The honey bee genome assembly 2.0 chromosome coordinates are at the top of each im-
age. Below, the alignment of proteins from A. gambiae, C. elegans, D. melanogaster, H.
sapiens and S. cerevisiae are shown. Additionally, honey bee proteins predicted by several
different groups (Eisen, EMBL, Ensembl, NCBI) as well as with multiple ab initio prediction
methods are displayed. Finally, genes from the honey bee Official Gene Set (GLEAN3) are
in red. The alignment of fire ant transcripts are in light blue; 5’ to 3’ direction is indicated by
an arrow.

Coordinates may differ from those in Table 3 because Table 3 was generated using as-
sembly 4 of the honey bee genome.
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a.SiJWA02BAZ2.scf

9332k 9333k o334k 0335k 9336k 9337k o335k 9330k 2340k 93418
Baylor scaffolds

GrouﬁS.ZO

910051 7-to-9526508

Hits to Drosophila melancgaster proteins
CG11247-PA

name ;CG11Z47-PA db_xref :FBpp007a113 CG11E47-PA
CG11247-PB

name ;CG11747-PE db_xref :FBpp007a11z2 CG11247-PA
CGE565-PA

name ;CGO06E-PA db_xref ;FEpp007a733 CGODGE-PA
CEI009-PA

name ;CER005-PA db_xref :FBppO0737E8 CLRO05-PA
Hits to Anopheles ganmbiae proteins

Hits to human proteins

ENSPOGOOOIOTOET
3+
ENSPOOOO03E3964
ENSPOOOOOE3E7 70
ENSPOOOONSAEE6Z
3
ENSPOOOOOE51042
Zinc Finger protein 100,
ENSPOOOOO3T1ESZ
Zinc Finger protein 418,
ENSPOOOOGOELT0ET
Zinc Finger protein 42
ENSPOOOOOZIZOE5
EPSP00000344699

Hits to Caenorhabditis elegans proteins
CEQS762
Hits to Saccharomyces cerevisiae proteins
Honey Bee ESTs {not spliced)

BE344357

1

BI945525

L}
Honey Bee ES5Ts {spliced}
Predicted Proteins, EHMBL-Heidelberg
Predicted Proteins, Eisen
Predicted Proteins, Ensembl high confidence
Predicted Proteins, Ensenbl nediun confidence
ENSAPMPOOGOO0OIEILE
gene_ic :EMSAPMGOOOOO014388 transcript_id ENSAPMTOOOOM03E317
Predicted Proteins, Ensenbl low confidence
Predicted Proteins, Ensenbl knoun bee
ab initio Proteins, Ensenbl Genscan
GEMSCANDOOOOOLETS? N GEMSCANDOOOO0LESEE GENSCANGOOO016EE

L r—» -
GEMSCAMOOOOOO20864
ab initio Proteins, Ensenbl Fgenesh
FGENESHOOOO0032139 FGENESHO
> -

ab initio Proteins, Softberry Fgenesh
S .C_Group . 200000430 5 .C_Group . 200000447

Predicted Proteins, Softberry Fgenesh++ supported

ab initio Proteins, Softberry Fgenesh++
3 .C_Group . 200000356 5 .C_Group . 200000368

ab initio Proteins, HCBI Gnowon

ﬁngG5_NGﬁ167_2.515279.515279.p
b
GenelD:T15279 transcript_id:AmelGS_WGALGF_Z2.515279.515279.m Gnomon ab in

Predicted Proteins, NCBI supported

Official Predicted Gene Set (GLEAN3)
Eﬁ%ESSifPH
L

ProbFraction:0. 89535585

Selected Solignac linkage markers

CpG islands
| ]
obzsexp:l.?9 Xgoi65.90 ohsfexpil.al Egoi5l.30 obsfexpil.31 Egoi56.16
obz/expi0.9d doc:53.42 obz/expi0o.98 Igc:55.86
GC Content of DNA
i go

Vector/nannalian DHA contanination

Solenopsis invicta transcript:tblastx
{--51JWAOZBAZZ .5cF
[mg ]
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b.SiJWAOQ3CAW.scf

,
43k 4dk 45k 4tk 47k 4k 45k 50k 51k 52k
Baylor scaffolds

GrouﬁUn.iOl

1-to-95183
Hits to Drosophila melanogaster proteins

Hits to Anopheles ganbiae proteins

Hits to hunan proteins

Hits to Caenorhabditis elegans proteins
Hits to Saccharomnyces cerevisiae proteins

Honey Bee ESTs {(not spliced}

BPE7E595
BP375599
| |
Honey Bee ESTs {spliced)
BIS0d5d1 BPE74S05
- -
BIS0E9GE
BP874511
.
Predicted Proteins, EHBL-Heidelberg
Predicted Proteins, Eisen
Predicted Proteins, Ensenbl high confidence
ENSAPMPOOOOOG1S06E

gene_id EENSAPMGOOOOO00SE1G tranzcr i ph_id ENSAPMTOO0O001T06E
Predicted Proteins, Ensenbl nedium confidence

Predicted Proteins, Ensenbl lou confidence
Predicted Proteins, Ensembl known bee

ab initio Proteins, Ensenbl Genscan

GEMSCANGOOOONL 7453
< =]
ab initio Proteins, Ensenbl Fgenesh
FGEMESHMOOOO2E5974
FGENESHOGOOO0ZEQ92 FGEMESHOGOOOO2695L
[ r—
ab initio Proteins, Softberry Fgenesh
S.C_GroupUn, 1040000048 5. C_Grougpln . 1000000050 5.C_Groupln . LOLo00006s 3. C_Groupln 201000007
— [ | B»——————— T

Predicted Proteins, Softberry Fgenesh++ supported

ab initio Proteins, Softberry Fgenesh++
5.C_Groupln, 1010000046 5 .C_Graupln. 1010000056 5 .C_Graupln . 1010000066
— | |

f

ab initio Proteins, NCBI Gnonon

Predicted Proteins, NCBI supported
AP_625249

GenelID:551400 transcript_id:XM_625246 hupothetical protein KP_625246

{

0fficial Predicted Gene Set (GLEAN3)
GELOOO7-PA

{

ProbFraction:0 730809

Selected Solignac linkage narkers
CpG islands

GC Content of DNA
i ge

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts
£-=51JWAOSCAW . sCf
1]

Additional Data File 5: Page 3



c.SiJWA12ACK.scf

o3k 37K sk gy 7840k 7E4K 7BAZK 76d3K 76dak 7ok
Baylor scaffolds
Grous3 1
773733-t0-5306460
Hits to Drosophila nelanogaster proteins
CGI7161-FR

e :CG171BL-PA do_xref SFEpRO0T2462
CoLEEs-Pa

riane :CG1BTII-PA do_ire
CEIL7IZPR

HFBPP00TTI0L

e CG3LT92-PA d_wpef tFBpRO0R0GEL
3758-FR

ranezesgPA ch_xref FERRO0E0203 Escargat protein
C39%6 PR

nanezsna~PA ob_xref FERPOOBOZ95 Snail protein.
Co4158-Pr

riane zuor—PR dh_xref tFEPRO00299
CEITTz-PR

rane sSur—Pé dh_xref FEpRO079553
7627

riane sC67627-PR dh_xref SFEpRO073228
LEEEE

riane :CGE3LS-PA db_xref (FEDPO0BITI

Hits to Anopheles ganbiae proteins
ENSANGPO000G001450

ATP/GTP-binding site notif A
ENSANGPOO000020876

Zn-Finger, C2HZ type
ENSANGPOO000021575

ATR/GTP=ninding site notif A

Hits to human proteins
ENSP00000020945

Zine finger protein SLUG
ENSPO0000Z70443

ENSP0000028Z869

zine finger protein 117
ENSP00000283032

ENSPO0000305358

26 kDa protein

ENSP00000308283

60 KDa protein

ENSPO0000TLIH4T

Zine finger protein 491
ENSP00000340524

ENSP000003Z2265

zine finger protein 620
ENSPO0000322545

zine finger protein 543
ENSP0000032393

zine finger protein 553
ENSPO0000TZFSEE

PREDICTED: snail homolog 3
ENSP00000332505

Zine finger protein 52
ENSP00000TILER

Tine fingsr protein 283.
ENSPO0000TISEEL

26 KDa pratein

ENSP00000338767

Zine finger protein 433.

ENSP00000TIE54

zine finger protein 559

ENSP00000341756

ENSP00000342974

ENSPO0000344767

26 KDa protein

ENSP00000347977

Zino finger protein 20
ENSP00000348418
Zine finger protein 578.

Hits to Caenorhabditis elegans proteins
CEo1141

CEO196

cuelophilin
CE01906

CEOdETd

CE26370

ATP-binding transport Fanily
CE37081

aranatic-L-anine-acid decarhoxslase

Hits to Saccharonyces cerevisiae proteins
NP_011797.1

2116321720 ref |NP_011797 11 Plasna nembrane transporter of the ATP-binding cassette
Honey Bee ESTe (not spliced)
BI504268
BI510933
—
Honey Bee ESTs (spliced)
Predicted Proteins, EMBL-Heidelbery
Predicted Proteins, Eisen
Predicted Proteins, Ensenbl high confidence
Predicted Proteins, Ensenbl nediun confidence
Predicted Proteins, Ensenbl lou confidence
Predicted Proteins, Ensembl knoun bee

tio Proteins, Ensenbl Genscan

EIT10609
L}

GENSCANO0000020213 GgcAnooson0zozes
GENSCANOO00G026226

ab initio Proteins, Ensembl Fgenesh

FOENESH00000041888
ab initio Proteins, Softberry Fgenesh Il
Predicted Proteins, Softberry Fgenesh++ supported
ab initio Proteins, Softberry Fgeneshi+
ab initio Proteins, NCBL Gnonen
Predicted Proteins, NCBL supported
Official Predicted Gene Set (GLEAN3)

Selected Solignac Linkage markers
BI504265

Tinkage group: hud3; cunul . Haldone dist

PG islands

GC Content of DNA
e

Vector/nannalian DNA contanination

Solenopsis invicta transcript:tblastx
{51 URIZAEK scF
[=%)
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d.SiJWwB12BCQ.tag5_B12_04.scf

6adzk
Baylor scaffolds

, ,
443k dddk,

, , ,
64dsk, 6adsk 6447k

,
451K

Grouﬁ?.Zi

6424311 -to-67 05575

Hits to Drosophila nelanogaster proteins

Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins

Hits to Saccharomyces cerevisiae proteins

Honey Bee ES5Ts {not

spliced}

Honey Bee ESTs {spliced}

Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,

ab initio Proteins,
GENSCAMOOOOOGLETS

EHBL-Heidelberg

Eisen

Ensenbl high confidence
Ensenbl nediun confidence
Ensenbl low confidence
Ensenbl known bee

Ensenbl Genscan

B

ab initio Proteins,
FGENESHOOOOMO036651

Ll
Ensenbl Fgenesh

P

ab initio Proteins,
lS..C_Gr‘Dup? 210000050

Predicted Proteins,

ab initio Proteins,
5.C_Group? . 210000058
_.

ab initio Proteins,
AmeLG7_WGAZ34_2 . 506276

Ll
Softberry Fgenesh

Softberry Fgenesh++ supported

Softberry Fgenesh++

NCEI Gnonon
062760

GENSCANGOO0001BE02
<

FGENESHOOGOOG 36655
<

5 .C_Group? 21000006/
e

3.C_Group? 210000068
e

GenelID:506276 transcript_id:AmelG7_WGAZ23d_2.506276.506276.m Gnomon ab initio

Predicted Proteins,

NCBI supported

0fficial Predicted Gene Set {GLEAN3}

GE18904-PA

ProbFraction:o. 812776

Selected Solignac linkage narkers

CpG islands

GC Content of DHA
oo

Vector/nannalian DNA contamnination

Solenopsis invicta transcriptithlasts

S1JWBL2ECO . bagh_B12_0d .scf-->
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e.SiJWC11BAT.scf

1171k 1172k 1173k 1174k 1175k 1176k 1177k 1178k 1175k

Baylor scaffolds
Grocpid

Hits to Drosophila melanogaster proteins
C62002-PA

naneC62052-PA dh_xref sFERRO0SELZE
620528

name :062052-PB db_xref FEppOOBELST
£630035-PA

name :CG30035-PA ch_xreF FBpRO0ET17E [B30035-PE
C030035-PE

name :CG30035-PB ch_xreF :FBpRO0E7170 LB30035-PE
C032435-PA

hametchb-PR cha_xref:FBAR00BEA70 Multiple asters
-PE

C632435

nanezohb-PB do_xref :FBap0088480 Multiple asters
C632435-PC

nanezohb-PC do_xref:FEap0088471 Multiple asters
34-PA

coaz:

name COAZ34-PA dh_xref [FERPOCGT1G0 AT134400
CG8234-FE

name CHAZ34-FB dh_xref [FEPPOCGT161 AT134400
C630%4-FR

. din_xreF :FEpn i el icase DOKL
Hits to Anopheles ganbiae proteins
ENSANGPO0000012244

Sugar transporter

Hits to hunan proteins
ENSP00000221735

zine finger protein 419
ENSP00000282252

ENSP0000023347L

zine finger protein 613
ENSP00000238259

Zine finger protein 22
ENSP00000230667

Zine finger protein 38
ENSP00000Z39850

zine finger protein 419
ENSPO0000306372

Zinc finger protein 35
ENSPO00003LZT1Y

47 KDa protein
ENSPO0000L7123

72 KDa protein
ENSP000003LEELL

Zino finger protein 30 honolog
ENSP00000321817

2Zine finger protein KOKg3
ENSP00000322597

zine finger protein 3224
ENSP00060327525

zine finger protein 548
ENSPO0000334720

zine finger protein 567
ENSP00000337555

zine finger protein 548
ENSP00000330823

zine finger protein 546
ENSP00000341673

zine finger protein 3228
ENSP00000342595

72 KDa protein
ENSP00000344483

72 KDa protein
ENSP00000344526

zine finger protein 613
ENSP00000347186

72 KDa protein
ENSP00000348357

ENSPO0000343621

72 KDa protein

ENSP00000330085

72 KDa protein

ENSP00000333725

Hits to Caenorhabditis elegans proteins
CE22901

CE26263

CE2Z7030

Hits to Saccharomyces cerevisiae proteins
NP_00700.1

1163196151 e |NF_008700.1] Essential nucleolar protein, putative DEAD-box RNA helicase required for naintenance of MM dsRNA virus
Honey Bee ESTs (not spliced)

BIS12031  BIS03073 BISO350S BIS11142  BIS0S339
I | - L]
BI500540
—
Honey Bee ESTe (spliced)
BI06152
BITL441,

BI514170
Predicted Proteins, EMBL-Heidelberg

Predicted Proteins, Eisen

Predicted Proteins, Ensenbl high confidence

Predicted Proteins, Ensembl medium confidence

Predicted Proteins, Ensenbl low confidence

Predicted Proteins, Ensenbl known bee

ab initio Proteins, Ensembl Genscan

GENSCANOOD00008T43 GENSCANO0000008T44
GENSCANO0000008663

ab_initio Proteins, Ensenbl Fgenesh

FGENESHO0000024555

FOENESHO0000022840  FOENESH00000032655
-

ab initio Proteins, Softberry Fgenesh

Predicted Proteins, Softberry Fgeneshs+ supported

ab initio Proteins, Softberry Fgeneshes
5.6_6roupi<.20001068

ab initio Proteins, NCBI Gnomon

Predicted Proteins, NCBI supported

official Predicted Gene Set (GLEANS)

Selected Solignac linkage markers
BI512031)

Tirkage groups bulds cunul. Haldore dist.: 51.2; LOD: 6.9; Harker pos: 74
PG islands

GC Content of DNA
e

Vector/nannalian DNA contanination

Solenopsis invicta transcript:tblasts
SLUCLLBNT o>
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f. SI.CL.8.cl.881.Contig1

1873k
Baylor scaffolds

,
1874k

,
1875k

,
1877k

, , ,
1879k 1850k 1881k

GrouﬁG.Q

1679324-10-1901455

Hits to Drosophila melanogaster proteins

Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins

Hits to Saccharonyces cerevisiae proteins

Honey Bee ES5Ts {not

spliced}

Honey Bee ESTs {spliced}

Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,
Predicted Proteins,

ab initio Proteins,
GEMSCAMOOOOOGL 4055
A

EHBL-Heidelberg

Eisen

Ensenbl high confidence

Ensenbl nediun confidence

Ensenbl low confidence

Ensenbl known bee

Ensenbl Genscan

1.4
GEMSCANGOOOOGLESES

v

GENSCANGOOO001 4058
I

ab initio Proteins,

Ensenbl Fgenesh

FGENESHOOGOOG3E 25
—
FGENESHOOGOOG3E 29

ab initio Proteins,
S.C_GPDUpG.%EOOOSﬁH
L

Softberry Fgenesh

Predicted Proteins,

ab initio Proteins,

Softberry Fgenesh++ supported

Softberry Fgenesh++

S.C_Groups 90000226
14
ab initio Proteins,

Predicted Proteins,

L
NCBI Gnonon

NCBI supported

0fficial Predicted Gene Set {GLEAN3}

Selected Solignac linkage narkers

CpG islands
||

[ |
obs/expil. 77 Hgci83.26 obssexpil.dl {goi5l.97

GC Content of DNA
oo

Yector/nannalian DNA contanination

Solenopsis invicta transcriptitblastx

5.C_Growpe  S000036A
-

B - -
5.C_Groups . 90000238
- B - -
ARDGHZ00S1EE

linkage group: bw0s: cumul. Haldone dist.: 39; LOD: O: Marker p

SI.CL.B.cl.881.Contigl——>
=
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g.SI1.CL.8.¢l.843.SiJWH04BDO2.scf

Wb i
Baglor scaffolds
72

Hits to Caenorhabditis elegans proteins
cec020

RS protein

T-to-d5255

Hits to Drosophila melanogaster proteins
7550-PA

DanE0dcs2-PA db_xref FBRpOOT4S20 Cied2 hoaolog.

061252098

Pae:CdcA2-PB db_iref FBPOOT4SZL Cied? homolog.

C02205-P

PanesRaci-P b ret

Co5536-P

H11-6A do_sref FERpO0BASE3 CCITE-PA
pE

PR0072614 Ras-related protein Racl.

PaNe:It1-PB db_xref sFBppOBASE2 COS5E3-PA
535

1-PC do_xreé :FBPpO0BASGL. CO5B3-PA
-pn

FEpOVGEIEE Ras-like GTP-binding protein

PAMEIRROL-FB db_ref :FBpp00BSI4 Ras-1ike GTP-binding protein
CoBs16-P

PaNeSRAG1-PL o xref FEpRO0GISS Ras-like GTP-binding protein
o316

e

PRO0GEI56 Rac-1ike GTP-binding protein
o _sref FBpROEEAZS Ras-Like GTP-binding protein

-
PameSRAO1-PF dh_xref FBpR00a9129 Ras-1ike GTP-birding protein

oai16-Po

et

800088130 Ras-Like GTP-binding protein

o_sref iFBpROVTEST? Ras-related protein Racz.

PARESCG12102-9A b xre sFBRR007A367
069366-P

nolL-PA to_sref FERpOTA1S02 Ras-like GTP-binding protein
Hits to Anopheles ganbiae proteins

ENSHNGR00000014225

RIP/GT-binding site notif A

ENSANGP00000015684

RIP/GTP-binding site notif #

ENSANGR00000022535

PUTRTIVE RHO SUALL GTPASE.
ENSHNCP00000023777

TOC32 HotoLos
ENSANGR00000024640

BTP/GTP-binding site notif A
ENSHNGP00000026005

PUTRTIVE RHO SHALL GTPASE.
ENSANGR00000028955

BIP/GTP-binding site notif A
ENSANGR00000015585

Ras GTPase supersanily
ENSANGP00000020445

FIP/GTP-binding site notif #
ENSANGR00000013738

Ra GTPase superfanily

Hits to hunan proteins
ENSPO000220507

Fas hotolog gene fanily, nenber ¥
ENSPO00OZ38211

Fas hoolog gene Fanily, menber U
ENSP00000238738

Fro-related GTP-binding protein Rhod
ENSPO000243071.

Ras-related C3 botulinun tocin substrate 2
ENSPO0000Z51252

GTT division control protein 42 hanolog
ENSPO00OZ57021

Ftative Ras-related €3 botulinum toxin substrate 4
ENSPO000Z58757

Fae-related C3 botulinum toxin substrate 1
ENSPO0000265533

Transfarwing protein Rhod
ENSPO00OZS

Fo-related GTP-binding protein RhoF
ENSP00000272233

Fio-related GTP-binding protein RhoB
ENSPO000262947
==

21 K0a protein
ENSPO000OZESTS

ro-related GTP-binding protein RhaC
ENSPO000304283

Ras-related C3 botulinun tocin substrate 3
ENSPO0003087S

Fro-rel ated GTP-birding protein Rha
ENSP00000309219

=1

zn

ENSPO0003L4485

=11 division control protein 42 hamolog
ENSPO000316729

Fio-related GTP-binding protein RhoJ
ENSPO000337669

11 division control protein 42 hanolog
ENSPO000333467

Fho-related GTP-binding protein Rhas.
ENSPO000345236
Fio-related GTP-binding protein RhaC
ENSPO00034B4SL.

Ras-related C3 botulinun toxin substrate 1
ENSP000003542:

Transforwing protein Rhod

Hits to Caenorhabditis elegans proteins
cE0020

RAS protein
ceo3067
CEl5215
=

RAS-Like GTP-binding protein

#h.

fhet.

Rht.

Aot

Rhet.

#he..

fhet.

Rnel..

cEo3067
=
(Els612
-

A

“like GTP-binding protein
15832

Ris-related protein
ceise

RiS-related protein
15544

elated protein

P2L ras-related tho (Rhod)
cezssa
Ras Fanily Ccontains ATP/GTP binding P-loop)
cezston

RRS-RELATED PROTEIN RAC2
cE28046

Ras Fanily (contains ATP/GTP binding P-loop)
Hits to Saccharonyces cerevisise proteins
#A34975.1

BL11724221¢51AAI4976.11 RADZ protein

-
21113830507] b 0053, |AF4SESTS_2 AF4S8975_2 RHO2
£00577.4

11198309351 b AN00577 .1 1AFA5E979_2 AF4SES79_2 RHOZ
chrsetse.1

2113457 enb o

65.11 urnaned protein prodict

F11632325 ref 1P_013330.11 Ckoizp

AR EL1524239Iref INP_014309.11 N
18 0154911

Glucose/ribitel dehudrogenase

811216478 ) 1800357 .11 RHO3p
canasera. 1

211536393  eni | CAAB8S74 1| Rhodp
121481

EL16322073IreF 1P _012148.11 Non-essential swall GTPase of the Rho/Rac subfanily of R
B#00895.1

211218476 ) 1800858 1| RHO4p

112131510 pir 1563135

EL121315101pir| 1563135 hupathetical protein NLLSOC - yeast

1P 012911

ential snall GTPase of the Rho/Rac subfanily of Ras-like proteins, involued in the establishnent of cell polarity and in nicrotubul

£1153254231re¢ |1P_015491 11 GTP-binding protein of the rho subFanily of Ras-like proteins, involued in establishrent of cell palarity
)

Like proteins involved in the establishment of cell polarity

211632290 |re¢ |19 _012981.11 Non-essential swall GTPase of the Rho/Rac subfanily of Ras-like proteine, ikely to be involued in the establishuent of cell polarity

Honey Bee ESTs (not spliced)
BEB4289

Honey Bee ESTs (spliced)

Predicted Proteins, ENBL-Heidelberg

fne1 20250
Predicted Proteins, Eisen
ENP00000234454 [
Sepiapterin reductase
Predicted Proteins, Ensewbl high confidence
licted Proteins, Ensenbl mediun confidence
ENSHPIP00000011537 ENSRIPO0000024500
-
Eene_id:ENSAPIGO0000006829. transcript._LdsENSHPITON0000L1537 ene_LO:ENSRPIIGO0000006679 transor ot LuzENSFEI00000024455
ENSHPIPO0000013001 ENSRPHPO0000027007
== P e e b
e dFENAPIGO0000006529 transoript.id ENSAPITO0000018000. Sene_Ld:ENSAPIIC00000005529 transer ipt. 1d:ENSFPTO00000270C
ENSHPIP00000023013 ENSRPIPO0000021202
-——— H——
ere_ic ENSAPIGO0000006629 transor Lpt_id :ENSAPITT00000029012 Sene_Ld-ENSAPIIGO000000629. transcr 1pt-td:ENSAPIIT00000021
ENSAPIPO0000031472
==t

e 1 (ENSAPIGO0000005629 transor ipt_id ENSAPITTO0000031471

Predicted Proteins, Ensenbl low confidence
Predicted Proteins, Ensenbl knoun bee

ab initio Proteins, Ensenbl Genscan

ab initio Proteins, Ensenbl Fgenesh

itio Proteins, Softberry Fgenesh

ab ind
bl Ti2050012%

Predicted Proteins, Softberry Fenesh+ supported
Sl 72000115

ab initio Proteins, Softberry Fgeneshe+

ab initio Proteins, NCBT Gnonon

Predicted Proteins, NCBI supported

1w 395770

GnelD:a12305 transeript_id:0395770 similar ta ZgcH101642

Official Predicted Gene Set (GLEANS)
812587 94

Probrracticn s
selected Solignac Linkage markers

os769

©p6 islands

6C Content. of DN
i3

Vector/nannalian DNA contanination

Solenopsis invicta transcript:tblasty

ENSPIP00000023732
-

SEne LaLENSHPIGO0000006629 transcript._
ENSRPIP00000035701
T
Sene Ld:ENSHPIIGO0000006523 transeript..
ENSAPHPO0000O1S
-
ene_ {dLENSAPICO000008829.transecript.

C_Groupln.7¢20000134
e

10 620205
B
G2nelD:551857 transeript_id 0624242 similar to ENSANGPOOC

Ge19164-9 ce15536-28
B>
Proprractions ProOPraction:0. 999374

CoSI.CL.8.01.843.51HO4BD02. 30F
=

* S1.CL.8.cl.843.SiJWH04BDO2.scf aligns close to one extreme end of the unanchored
genomic scaffold GroupUn.742, which is why there is only little annotation data to the right
side of SI.CL.8.cl.843.SiJWH04BDO2.scf.

Additional Data File 5: Page 8



h. SI.CL.19.cl.1938.Contig1

, , , , , , ,
78k 70k &0k a1k 682k a3k Gadk

Baylor scaffolds

Groupt .5

G629110-to-807477

Hits to Drosophila nelanogaster proteins
Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins
Hits to Saccharomyces cerevisiae proteins
Honey Bee ESTs {not spliced}

Honey Bee ESTs {spliced}

Predicted Proteins, EHBL-Heidelberg
Amel 7689
T

Predicted Proteins, Eisen
Predicted Proteins, Ensenbl high confidence
Predicted Proteins, Ensenbl medium confidence

Predicted Proteins, Ensenbl low confidence

ENSAPHPOOGOOGLAS0E

. -
gene_1d:ENSAPMGOOOOOOOEZE0 transcript _id :ENSAPMTOOO000L4505
ENSAPMPOOGONGEE23S

, , ,
a5k 66k a7k

-
gene_id ENSAPMGOOOGOOOE2E0 transcript_id :ENSAPMTOOO00033236
Predicted Proteins, Ensenbl known bee

ab initio Proteins, Ensenbl Genscan

GENSCANDOOO000LL 35 GENSCANGOOOO00 201
<

ab initio Proteins, Ensenbl Fgenesh
FGENESHOOOOMOO31861

ab initio Proteins, Softberry Fgenesh

5.C_Groups .5000012A 5 .C_Groups . S000013A 5 .C_Groups . S00001d4A
I +—am

Predicted Proteins, Softberry Fgenesh++ supported

ab initio Proteins, Softberry Fgenesh++
S.C_Groups 50000116 S.C_Groups . S0000126
I

ab initio Proteins, NCBI Gnomon
AmeLGE_WGAL1E0_2. 503255 .503258 .p

GenelID:503258 transcript_id:AmelGE_WGAL1S0_2.503255.503258.m Gnomon ab initio
Predicted Proteins, NCBI supported

0fficial Predicted Gene Set {GLEAN3}
GE1Z791-PA

5.C_Groups 50000156
A

ProbFraction:o.789864
GE14761-PA

ProbFraction:0.352414
Selected Solignac linkage narkers

CpG islands

GC Content of DNA
% gc

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts
4—-8I.CL.19.c1.1938.Contigl
 m—
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i.SI.CL.19.¢1.1953.SiJWC11BBX.scf

2375k a3E0k a3a1k azazk 363K 7384k 335k 3386k 237k
Baylor scaffolds

, ,
a3Eak 7380k

Grouﬁ8.14

F242225-to-4255416
Hits to Drosophila nelanogaster proteins

Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins
CEOLO41

CGLO0G5-PA
-
name :CGLO0E5-PA db_xref :FEp)

ENSANGPOOGOO011527

Frotein of unknown function

EMSPOOOOOZE0E40)

ELMO domain containing 1
ENSPOOOOHEZ6342

ELMO domain containing

Leucine-rich repeats
CEZ35856

Hits to Saccharomyces cerevisiae proteins

Honey Bee ESTs {not spliced}

BIS15351
]
Honey Bee ES5Ts {(spliced)
BIS1zd02
g3 |
Predicted Proteins, EHBL-Heidelberg
Amel _S646 Amel_S647 Amel G645
l—aH B e m m e —— ] e g
Predicted Proteins, Eisen
Predicted Proteins, Ensenbl high confidence
ENSAPMPOOOOOGENL AT ENSAPMPOOOOOOETZAZ
-
gene_ic iEMSAPMGOOOO00L4031 transcript _id :ENSAPMTOOOOGO20103 gene_ic iEMSAPMGOOOOO0LL02E tra
ENSAPMPOOOGOOZOGES
-
gene_id :ENSAPHGOGOOO0I1026 T
ENSAPMPOOOOGGLST S0
gene_id :EMSAPMGOOO001102
Predicted Proteins, Ensenbl medium confidence
Predicted Proteins, Ensenbl louw confidence
Predicted Proteins, Ensenbl known bee
ab initio Proteins, Ensenbl Genscan
GENSCANGOOOOOO0E4T
GENSCANGOOOOO1 4269 - GENSCANOOOOOO14270
< g
ab initio Proteins, Ensenbl Fgenesh
FGENESHOOOOMO0E 7369
FGENESHOOOOMO0 36405
FGENESHOOOOMOOA0570 FGENESHOOOOOM040E10 FGENESHOOOOO040639
—+—a < I
ab initio Proteins, Softberry Fgenesh
S.C_Groupd . 14000018/ S.C_Groupd 140000197 S.C_Groupd 140000208 S.C_Groupd . 140000210
>4 aama e e
Predicted Proteins, Softberry Fgenesh++ supported
S.C_Groupd . 140000078 S.C_Groupd . 140000058
<< H-g—a—-li—a—4 < —-—H

ab initio Proteins, Softberry Fgenesh++

ab initio Proteins, NCBI Gnomon

Predicted Proteins, NCBI supported
XP_394726

GenelD:d411253 tranzcript_id:eM_394726 zimilar to ENSANGPOOOOGOLSZ0d4
HP_397571

GenelD:409562 transcript_id:sM_397571 zimilar to hypothetical protein

0fficial Predicted Gene Set {GLEAN3}
GEL9925-PA GE14543-PA

—d
ProbFraction:0.781819  ProbFraction:.d33ddl
Selected Solignac linkage narkers

CpG islands

GC Content of DNA
i ogc

VYector/nannalian DNA contamnination

Solenopsis invicta transcriptitblasts
{—-51.CL.19.c1.1953 .51 JWC11BEX . scf
gy O ey

Additional Data File 5: Page 10

S.C_Groupd . 140000056

AP_524350
GenelID:851995 transcript_id:

GB14557-PA
ProbFraction:o.999953



j- SI.CL.23.cl.2326.Contig1 .

6071k 072k 6073k 074k 6075k 6076k 6077k 6078k 6075k a0E0k
Baylor scaffolds

Grouﬁii.iS

G946163-to-637 7976
Hits to Drosophila nelanogaster proteins

Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins
Hits to Saccharomyces cerevisiae proteins
Honey Bee ES5Ts {not spliced}

Honey Bee ESTs {spliced)

Predicted Proteins, EHBL-Heidelberg
Predicted Proteins, Eisen

Predicted Proteins, Ensenbl high confidence
ENSQPNP00000021109

L
gene_id :ENSAPMGOOOOO0IT4TE transcript_id iENSAPMTOOOO00Z1103
Predicted Proteins, Ensenbl medium confidence

Predicted Proteins, Ensenbl low confidence
Predicted Proteins, Ensenbl known bee

ab initio Proteins, Ensenbl Genscan

GENSCANGOOOOO0S4E0 GENSCANGOOOOO03E62 GENSCANGOOOG00
— - -~ <i—a -

ab initio Proteins, Ensenbl Fgenesh

FGENESHOOOOOGIFZLS FGENESHOOOOOGIT 20T FGENESHOOG00:
—— - < »>—

ab initio Proteins, Softberry Fgenesh
S.C_Groupdl 130000160
|

Predicted Proteins. Softberry Fgenesh++ supported

ab initio Proteins, Softberry Fgenesh++
S.C_Groupdl . 130000198
-

ab initio Proteins, NCBI Gnomon
AMeLGL1_WGAZDY_2 . 902867 002867 .p

GeneID:502867 transcript_id:AmelGll_WGASE7_Z.502867 0028587 .m Gnomon ab initio
Predicted Proteins, NCBI supported

0fficial Predicted Gene Set {(GLEAN3)

Selected Solignac linkage narkers

CpG islands
L L I
ohs/expil.21 ¥go:iGg.06 ohzsexpil. 47 ¥gc:94.63  obssexpil.dl Ego:iS3.0z ohs/expil. 38 Hgoi9a.73
]
ohs/expil.72 HgoiGd.d0 ohs/expil.17 ¥goif9.32 ohs/expil.d0 HgoiG7.04

GC Content of DNA
i ogc

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts
4--5I.CL.23.cl.2326.Contigl
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k. SI.CL.26.cl.2688.Contig1

A5k B57K a5k A5k B0k Ak fi62k B3 a4k Bi5k
Baylor scaffolds

GrouﬁQ.Z

47E5E2-to-1020019

Hits to Drosophila nelanogaster proteins
CGL7200-PA

name :Ugtaa0g-PA db_xref :(FBppO0S1853

Hits to Anopheles ganbiae proteins
ENSANGPOGOOOG1 1147

Hits to humnan proteins
ENSPOOOOOZ1TIES

Tyrosine-protein kinase Srms
Hits to Caenorhabditis elegans proteins

CEO3553

CEZ8065

turozine-protein kinase (KIMIS/KINLE subfamily)
CE11016
L)
CE29331
i

L
protein-tyrosine kinase

Hits to Saccharonyces cerevisiae proteins

Honey Bee ESTs {not spliced}
BIS0GS7?
|

Honey Bee ESTs {spliced}

Predicted Proteins, EHBL-Heidelberg

Predicted Proteins, Eisen

Predicted Proteins, Ensenmbl high confidence
Predicted Proteins, Ensenbl nediun confidence
Predicted Proteins, Ensenbl low confidence
Predicted Proteins, Ensenbl known bee

ab initio Proteins, Ensenbl Genscan
GENSCAMOOOOOGLO526 GENSCANOOOOGGISETL GENSCANOOOOOGI DS9S
14 —- -

GENSCANDOOOOGL 9851

GENSCANGOO0001 9892
-

ab initio Proteins, Ensenbl Fgenesh
FGEMESHOOOOO0E7 464 FGEMESHOOOMOO0E 7495 FGENESHOOOOMO0Z 7450
-~

ab initio Proteins, Softberry Fgenesh

Predicted Proteins, Softberry Fgenesh++ supported
ab initio Proteins, Softberry Fgenesh++

ab initio Proteins, NCBI Gnonon

Predicted Proteins, NCBI supported

0fficial Predicted Gene Set {GLEAN3}

Selected Solignac linkage narkers

CpG islands
| ] | | | |
ohz/exp:l.22 #gci54.33  obssexpil.lZ Hgo:5d.27 ohs/expil.22 Egoif2. 43 obslexp:iZ.0l fgoifl.3dobs/expil.28 dgciB0.42

obssexpil. 13 Bgoi52.69 obs/expil. 39 dgoi56.95 obs/expil. 38 dgoiB6.25

GC Content of DNHA
oo

Yector/nannalian DNA contanination

Solenopsis invicta transcriptitblastx
%éiFL.ZG.Cl.2688.C0ntigi——>
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l. SI.CL.33.cl.3311.Contig1

112k ITes prem 118k 116k 1157 118k Tidsk 1180k 1131
Baylor scaffolds
Graupi:

0683-to-1424795

Hits to Drosophila melanogaster proteins
CG2052-PA

nane :L2052-PA dh_xreP :FERRODEBLE
2052-PB

nane C62092-P8 oh_xreF sFEROVERLST
30035-p8

nane :C630035-PA dh_xreF :FBROOSTATS C630035-P8

C530035-PB
nane :C630035-PE dh_xreF :FEROOSTLTS C630035-P8
CGIZTI-FR

nane:chb-PA th_xref :FEPO0BETO Multiple asters
C532435-PB

nane chb-PB db_xref FEPPOOBEES Multiple asters
co32435-PC

nane ichb-PC db_xref FEPPOOBEATL Multiple asters
C58234-PA

nane L6323 do_xreF sFBpp00S7L80 ATISAA0D
058234-PE

nane :L68234-FB dh_xref FERpOOETLEL AT1SA40p
053054-PA

nate :0cx1-PA o s eF {FBPPOOTBLA4 ATP-dependent helicase 0K
Hits to Anopheles gabiae proteins

ENSANGP0000001224d.

Sugar transporter

ENSANGPO0C
Glucine ¢

Hits to hunan proteins
ENSP00000221735

zine finger- protein 613
ENSPO0O00252292

ENSP00000203471

zine Finger protein 613
ENSP00000293293

 Finger protein 22
ENSP00000299667

zine finger protein 38
ENSPO0000230860

zine finger protein 413
ENSPO0O00306372
2ino finger protein 35
ENSP00000312513

7 KDa protein
ENSP00000317125

72 Ka protein
ENSPO00003L8811

Zinc finger protein 50 honolog
ENSPO0000321812

Zinc finger protein kOX23
ENSP00000322657

zine finger- protein 3224
ENSP00000334720

zine Finger protein 567
ENSP00000339823

zine finger protein 546
ENSPO0000341673

© finger protein 3228
ENSP00000342555

72 KDa pr
ENSPO0000344453

tein
ENSPO0000344525

inc finger protein 613
ENSP00000347155

72 Ka protein
ENSPO000343357

ENSPO0O00340621

72 kDa
ENSP00990330085

ein
ENSP00000353728

ENSP00000236273

BCIP-interacting protein p2a isoforn 1
ENSP00000Z

Fninonethy

Hits to Caenorhabditis elegans proteins
CE22%01

CE26263

CE27030

cE03620
aminometh:

Hits to Saccharonyces cerevisiae proteins
NP_003700.1

116319618 ref [NP_003700.1| Essential nucleplar protein, putative DEAD-box RN helicase required for naintenance of Ml dsRUA virus

Honey Bee ESTs Cnot spliced)
105 BI515402 BIS16049 BI504147
— - -
BI508752 BI505EES
-
BI512575
—

Honey Bee ESTs (spLiced)
BISOGL2

BIsLe170

BISL544L
BPS40030
Predicted Proteins, EMBL-Heidelberg
fnel_23500
=g
Predicted Proteins, Eisen
CosaLsPa
i
Predicted Proteins, Ensenbl high confidence
ENSAPIEO0000H
i
gene_id:ENSAI
ENSAPHPO00OC.
-
ene_1d sENSE

Predicted Proteins, Ensenbl nediun confidence
Predicted Proteins, Ensenbl low confidence
Predicted Proteins, Ensenbl knoun bee

ab initio Proteins, Ensenbl Genscan
GENSCANO0000008544 GENSCAN000000087L.
>

GENSCANO000000B563

ab_initio Proteins, Ensenbl Fgenesh
FRENESH00000024685

FBENESH0000003285¢
e

ab initio Proteins, Softberry Fgenesh

e
e

Predicted Proteins, Softberry Fgenesh++ supported

ab initio Proteins, Softberry Fgeneshtt
5.C_Groupte 20001068

ab initio Proteins, NCBI Gnomon

Predicted Proteins, NCBI supported
p_394028

Gene 10:410950 t1

official Predicted Gene Set (GLEANS)
GB12854-PA

ProbFraction:1

Selected Solignac Linkage markers

BISL267S

Tinkage groups buld; cunul. Haldone dist.: 59.6; LOD: 22.9; Marker pos: 67
€p6 islands

—

obs/expi .62 deci!
EC Content of DNA
7

Vector/nannalian DHA contanination

Solenopsis invicta transcript:tblastx
S1,60.39.01.3311 Contigi—>

Additional Data File 5:
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m. SI.CL.33.cl.3384.Contig1

. .
5385k 5350k 5390k 5351k
Baylor scaffolds

G396k, 5397k

Grouﬁ14.9

S065555-1o-0089577

Hits to Drosophila melanogaster proteins
CGI590-PA

nane :CEITA0-PH db_xref tFEppO082a16

Hits to Anopheles gambiae proteins
ENSANGPOOOGOOIITAG

ATR/GTP-hinding =ite mobif A
ENSANGPOOGOOO14305

Funarate lyase

Hits to human proteins
ENSPOOOG0Z16194

Adenylozuccinate luase
ENSPOOOO)324527

Myozin Id.
ENSPOOOO0341429

Adernylosuccinate lyase
ENSPOOOG)343999

Myozin Id.
ENSPOQOO034525d

Muozin Id.

Hits to Caenorhabditis elegans proteins
CEO3342

CE13573

nyosin
CE15626

CE26734

acetylcholinesterase
CE31518

myozin like

Hits to Saccharomyces cerevisiae proteins
ARBETFOS.2

21112656859 gh AABET7T5.2| Adeldp: adenylozuccinate luase
WP_009373.1

2116319290 | ref [NP_OOS3753.1] Mundp
MP_( 3463 .1

¢1 6323301 [ref INP_0L13463.1] Adellp
Honey Bee ESTs {not spliced}

Honey Bee E5Ts {spliced}

Fredicted Proteins, EHBL-Heidelberg
fme1_294

Predicted Proteins, Eisen

Predicted Proteins, Ensembl high confidence
Predicted Proteins, Ensenbl nediun confidence
Predicted Proteins, Ensenbl louw confidence
Predicted Proteins. Ensenbl knoun bee

ab initio Proteins, Ensenbl Genscan

FGEMESHO!
—

GEMSCANOOOGOOHE1d
- - - >

ab initio Proteins, Ensenbl Fgenesh
FGENESHOOOMGO0 30521 FGENESHOOOGOO30640

B - ——
ab initio Proteins, Softberry Fgenesh
5.C_Groupld 9000047/ 5 .C_Groupld 90000484
—A r— 14 »r— b

Fredicted Proteins, Softberry Fgenesh++ supported
5.C_Groupdd 900003536

S.C_Groug
»—

ab initio Proteins, Softberry Fgenesh++
ab initio Proteins, NCBI Gnonon

Predicted Proteins, NCBI supported
WP_393961

GenelD:d10482 transoript_id:ixM_393961 similar to CGIS00-PA

0fficial Predicted Gene Set (GLEAN3)
GE14254-PA

ProbFraction:o, 395745

Selected Solignac linkage narkers

Cp6 islands

[ |

obsfexpil.ad Hgoibz.el
GC Content of DHA
i oo

Yector/nannalian DNA contanination

Solenopsis invicta transcriptitblast:x

Additional Data File 5: Page 14
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n. SI.CL.35.cl.3595.Contig1

I
t
1.3

Baylor scaffolds

GrouﬁUn.SZS

1-to-65465

I
ak, 10k 11k 12k 13k 14k 15k 16k 17k

Hits to Drosophila nelanogaster proteins

Hits to Anopheles ganbiae proteins
ENSANGPOOOOOOOEE1LS

F25C5.5 PROTEIN.
Hits to human proteins

Hits to Caenorhabditis elegans proteins

Hits to Saccharomyces cerevisiae proteins

Honey Bee ESTs {not spliced}

Honey Bee ESTs {spliced)}

Predicted Proteins, EHBL-Heidelberg
Amel 15032
-

Predicted Proteins, Eisen

Predicted Proteins, Ensenbl high confidence

Predicted Proteins, Ensenbl medium confidence

Predicted Proteins, Ensenbl low confidence

Predicted Proteins, Ensenbl known bee

ab initio Proteins, Ensenbl Genscan

GENSCANGOOOOO07 66

GENSCANGOOOOO07 IS5

& <4

GENSCANQOOOOOOT7E7Y
>

ab initio Proteins, Ensenbl Fgenesh

FGENESH00002044811

&

FGEMESHOOOOOO44 505
-

ab initio Proteins, Softberry Fgenesh
S.C_GrouﬁUn.325000002H

Predicted Proteins, Softberry Fgenesh++ supported
S.C_GPDuEUn.3250000028

ab initio Proteins, Softberry Fgenesh++

ab initio Proteins, NCBI Gnomon

Predicted Proteins, NCBI supported

0fficial Predicted Gene Set {(GLEAN3}

Selected Solignac linkage narkers

CpG islands

GC Content of DNA

¥ go

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts

5I.0L.35.01.3595 . Contigl——>
 —
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0.SiJWE02BBO2.scf

| |
Faldk Tal5k
Baylor scaffolds

Grouﬁﬁ.iS

FZ2TTE0-to-3550550
Hits to Drosophila nelanogaster proteins

aadek 337k aadak 3315k 2320k 3321k anz2k, 3323k

Hits to Anopheles ganbiae proteins

Hits to human proteins

Hits to Caenorhabditis elegans proteins

Hits to Saccharomyces cerevisiae proteins

Honey Bee ES5Ts {not spliced}

Honey Bee ESTs {spliced)

Predicted Proteins, EHBL-Heidelberg

Predicted Proteins, Eisen

Predicted Proteins, Ensenbl high confidence

Predicted Proteins, Ensenbl medium confidence

Predicted Proteins, Ensenbl low confidence

Predicted Proteins, Ensenbl known bee

Ensenbl Genscan

A

ab initio Proteins,
GENSCEE00000014748

=]
GEMSCANGOGOOGL7EL

ab initio Proteins,
FGENEEr00000036035

Ensenbl Fgenesh

e
ab initio Proteins,

Predicted Proteins,
S.C_Groups . 150000018

-

Softberry Fgenesh
S .C_Groups . 150000130
+—

Softberry Fgenesh++ supported

ab initio Proteins,

ab initio Proteins,

Softberry Fgenesh++

NCEI Gnonon

Predicted Proteins,
*P_393127

GenelD:409626 tranzcript_id:iM_3931EF similar to Trypsin

0fficial Predicted Gene Set {(GLEAN3}
GE13263-PA

NCBI supported

ProbFraction:0.928551

Selected Solignac linkage narkers

CpG islands

] ]
ohs/expi0.92 ¥go:i96.18  obssexp:l.57 Hgo:dl.72

GC Content of DNA
oo

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts
S1JWEOZEBOZ .scf-->
o/
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p. SiJWF07BCC.tag5_F07_11.scf

6764k
Baylor scaffolds

GrouﬁS.i?

B576614-t0-73501592
Hits to Drosophila nelanogaster proteins

6785k 6786k [5

Hits to Anopheles ganbiae proteins

Hits to human proteins
ENSPOOGOGTOT 304

, , ,
757k 788k a7a5k 790k

, ,
&792k 6793k

Chromodomain-khelicase-ONA-binding protein 7
ENSPOOOOOZ0S65S

Chromodomain-helicase-ONA-binding protein &

Hits to Caenorhabditis elegans proteins

CEO3657

ENSPOOOGOZ1ELE7

Pozsible global tranzcription activator SNF2LL
ENSPOOOGO344554

Poszible global transcription activator SHNFZL1

helicaze-OMA-hinding like protein

Hits to Saccharomyces cerevisiae proteins
211626929 |pir| | 346122

11626929 | pir| 1546122 SNFZ protein homolog YBRZ45c - ueast

HP_005504 .1

2116319722 [ref |[NP_O09504.1] Iswlp
Honey Bee ESTs {not spliced}

Honey Bee
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

ab initio

E5Ts {spliced}

Proteins,
Proteins,
Proteins,
Proteins,
Proteins,
Proteins.,

Proteins,

GEMSCANOOOONGOEZEE

EHBL-Heidelberg

Eisen

Ensenbl high confidence
Ensenbl mediun confidence
Ensenbl low confidence
Ensenbl known bee

Ensenbl Genscan

ab initio

ab initio

Proteins,

Proteins,

5.C_Group3 . 17000027H

Predicted

ab initio

S.C_Group3 . 170000178
4

ab initio

Predicted

Proteins,

Proteins,

Proteins,

Proteins.,

Ensenbl Fgenesh
EFENESH00000043391
o

Softberry Fgenesh

Softberry Fgenesh++ supported

Softberry Fgenesh++

NCEI Gnonon

NCBI supported

0fficial Predicted Gene Set {(GLEAN3)

Selected Solignac linkage narkers

CpG islands

GC Content of DNA

i ogc

5.C_Group3 . 17000025A
4

GENSCANGOOOOOOEZ4E

FGEMEEHOO00004 3367

5.C_Group3 . 170000156
4

|
obs/expil.38 #gci99.96

ohs,

VYector/nannalian DNA contanination

Solenopsis invicta transcriptitblasts

Jexpil.a0 Bgo:i9s.o8

S1JWFOTECE . tagh_FO7_11.scf-->
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q.SiJWG01BDU2.scf

Baylor scaffolds
Grougn 3523

T

a * E) * % By [ N
Hits to Drosophila nelanogaster proteins
CGioL2-Pi
Pamegek-Ph do_sret FBRp0TZL5! Gerghis K.
copszz-re
+ 4 ia-

Hits to Anopheles ganbiae proteins
ENSAGP00000005210

e trc-n o Xref FBOp007
aph

#

e SPRCSBE-PA dbo_xref
cos77aph

E

Pae rakeph co_sre i
o-py

g

Pame U1-PR do_ires
co10281-Pa
Rae APHCPR ek F
Cossz2-PA
-

o

e PCSIE-PR db_x
cosez2-p
-

POSIEPE do_x
Co10522-P8

Pone:C610522-94 b
C632944-98
-

Pane:£0032944-98 db,
1435598

Pae Paki-PE db_xr
C510524-98

<

Pame Prcdelta-PA ¢
5105397

Pae sS5K-PA doxre
cosnispa

Protein kinsse

Hits to hunan proteins
EiSPO0000272156

ENseGe00000021750
Protein kinase
ENSANGR00000020013
Protein kinase
EiSHNGe00000011322
Protein k
ENSANGR00000022036
Protein kinase
ENSANCP00000026575
SErinesThreanine protel
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