Table S1. Table of all ESTs identified using SSH

ST_ID dbEST_Id GenBank Library Putative Identification Hit_Acc Evalue Sequence Size
BBRACH_EO_1001 71170942 HO702384 EO None 778
BBRACH_EO_1002 71170943 HO702385 EO None 396
BBRACH_EO_1003 71170944 HO702386 EO ATPAse; Ca++ transporting; 4 ACB45514 3.00E-30 265
BBRACH_EO_1004 71170945 HO702387 EO None 565
BBRACH_EO_1005 71170946 HO702388 EO None 566
BBRACH_EO_1006 71170947 HO702389 EO None 566
BBRACH_EO_1007 71170948 HO702390 EO None 285
BBRACH_EO_1008 71170949 HO702391 EO None 547
BBRACH_EO_1009 71170950 HO702392 EO None 500
BBRACH_EO_1010 71170951 HO702393 EO None 667
BBRACH_EO_1011 71170952 HO702394 EO None 500
BBRACH_EO_1013 71170954 HO702396 EO None 615
BBRACH_EO_1014 71170955 HO702397 EO None 166
BBRACH_EO_1015 71170956 HO702398 EO None 1163
BBRACH_EO_1016 71170957 HO702399 EO None 517
BBRACH_EO_1017 71170958 HO702400 EO None 507
BBRACH_EO_1018 71170959 HO702401 EO None 507
BBRACH_EO_1019 71170960 HO702402 EO ATPase; Na+/K+ transporting; BC045376 1.00E-11 443
BBRACH_EO_1020 71170961 HO702403 EO g?§01:alcium binding protein; XP_002666278 2.00E-29 713
BBRACH_EO_1021 71170962 HO702404 EO g?tglo calcium binding protein; XP_002666278 2.00E-29 713
BBRACH_EO_1022 71170963 HO702405 EO Eeot:e 501
BBRACH_EO_1023 71170964 HO702406 EO None 517
BBRACH_EO_1025 71170965 HO702407 EO None 500
BBRACH_EO_1026 71170966 HO702408 EO ATPAse; Ca++ transporting; 4 ACB45514 3.00E-30 265
BBRACH_EO_1027 71170967 HO702409 EO hypothetical protein XP_002665943 9.00E-07 921
BBRACH_EO_1028 71170968 HO702410 EO None 446
BBRACH_EO_1029 71170969 HO702411 EO None 824
BBRACH_EO_1030 71170970 HO702412 EO B. brachyistius cyochrome ¢ NP_059334 2.00E-10 271
oxidase subunit
BBRACH_EO_1031 71170971 HO702413 EO None 582
BBRACH_EO_1032 71170972 HO702414  EO None 618
BBRACH_EO_1034 71170974 HO702416  EO None 744
BBRACH_EO_1035 71170975 HO702417 EO None 327
BBRACH_EO_1036 71170976 HO702418 EO None 494
BBRACH_EO_1037 71170977 HO702419 EO None 500
BBRACH_EO_1038 71170978 HO702420 EO None 476
BBRACH_EO_1042 71170982 HO702424 EO None 433
BBRACH_EO_1043 71170983 HO702425 EO None 501
BBRACH_EO_1044 71170984 HO702426  EO None 577
BBRACH_EO_1045 71170985 HO702427 EO None 494
BBRACH_EO_1046 71170986 HO702428 EO None 457
BBRACH_EO_2001 71170987 HO702429 EO None 552
BBRACH_EO_2003 71170988 HO702430 EO enhancer of rudimentary NP_571303 7.00E-07 329
homolog

BBRACH_EO_2005 71170989 HO702431 EO None 463
BBRACH_EO_2006 71170990 HO702432 EO parvalbumin 9 NP_891983 1.00E-23 555
BBRACH_EO_2008 71170991 HO702433 EO S100 calcium binding protein; XP_002666278 2.00E-17 797
BBRACH_EO_2009 71170992 HO702434 EO zeot:e 655
BBRACH_EO_2010 71170993 HO702435 EO None 500
BBRACH_EO_2011 71170994 HO702436 EO arpc3-like AM422121 6.00E-06 288
BBRACH_EO_2012 71170995 HO702437 EO calcyclin binding protein CAQ14532 4.00E-44 479
BBRACH_EO_2013 71170996 HO702438 EO None 1129
BBRACH_EO_2014 71170997 HO702439 EO None 548
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BBRACH_EO_2015 71170998 HO702440 EO None 369
BBRACH_EO_4001 71170999 HO702441 EO annexin al1b NP_861431 7.00E-30 800
BBRACH_EO_4002 71171000 HO702442 EO None 456
BBRACH_EO_4003 71171001 HO702443 EO None 491
BBRACH_EO_4004 71171002 HO702444 EO None 711
BBRACH_EO_4005 71171003 HO702445 EO None 608
BBRACH_EO_4006 71171004 HO702446 EO None 615
BBRACH_EO_4007 71171005 HO702447 EO dynein light chain roadblock- NP_957482 1.00E-40 756
BBRACH_EO_4008 71171006 HO702448 EO tl\}llgr?; 768
BBRACH_EO_4010 71171007 HO702449 EO programmed cell death protein 6  NP_957244 2.00E-16 327
BBRACH_EO_4011 71171008 HO702450 EO ATPase; Na+/K+ transporting; CAQ14308 5.00E-45 308
alpha 2a
BBRACH_EO_4012 71171009 HO702451 EO None 367
BBRACH_EO_4013 71171010 HO702452 EO myoglobin NP_956880 2.00E-51 884
BBRACH_EO_4014 71171011 HO702453 EO cystatin B NP_001096599 5.00E-32 672
BBRACH_EO_4016 71171012 HO702454 EO cystatin B NP_001096599 2.00E-12 676
BBRACH_EO_4017 71171013 HO702455 EO troponin |; skeletal; fast 2b.1 NP_001129964 2.00E-40 468
isoform 1
BBRACH_EO_4018 71171014 HO702456 EO I::t)ir?oic acid receptor responder XP_002664516 2.00E-09 537
(tazarotene induced) 3-like
isoform 1
BBRACH_EO_4019 71171015 HO702457 EO ATPase; Na+/K+ transporting; CAQ13999 3.00E-19 711
alpha 1b
BBRACH_EO_4020 71171016 HO702458 EO None 453
BBRACH_EO_4021 71171017 HO702459 EO None 593
BBRACH_EO_4022 71171018 HO702460 EO None 299
BBRACH_EO_4023 71171019 HO702461 EO None 381
BBRACH_EO_4024 71171020 HO702462 EO None 501
BBRACH_EO_4025 71171021 HO702463 EO ATPase; Na+/K+ transporting; XP_002662295 5.00E-32 389
BBRACH_EO_4027 71171023 HO702465 EO l?leot:; ’ 763
BBRACH_EO_4028 71171024 HO702466  EO myosin; heavy polypeptide 6; XP_002667378 2.00E-49 503
cardiac muscle; alpha-like
BBRACH_EO_4029 71171025 HO702467 EO None 1123
BBRACH_EO_4030 71171026 HO702468 EO None 573
BBRACH_EO_4032 71171027 HO702469 EO None 1163
BBRACH_EO_4033 71171028 HO702470 EO None 453
BBRACH_EO_4034 71171029 HO702471 EO None 538
BBRACH_EO_6001 71171030 HO702472 EO None 285
BBRACH_EO_6002 71171031 HO702473 EO 3'end of the mef2a gene BX323877 3.00E-34 558
myocyte enhancer factor 2a
BBRACH_EO_6003 71171032 HO702474  EO None 656
BBRACH_EO_6004 71171033 HO702475 EO prosaposin AAL54381 8.00E-13 323
BBRACH_EO_6006 71171034 HO702476  EO None 656
BBRACH_EO_6008 71171035 HO702477 EO ATPase; Na+/K+ transporting; BC045376 3.00E-13 734
1
BBRACH_EO_6009 71171036 HO702478 EO l?lit:e ) 552
BBRACH_EO_6010 71171037 HO702479 EO None 896
BBRACH_EO_6011 71171038 HO702480 EO None 389
BBRACH_EO_6012 71171039 HO702481 EO neurogranin ACJ64077 9.00E-25 602
BBRACH_EO_6014 71171040 HO702482 EO None 527
BBRACH_EO_6016 71171041 HO702483 EO None 335
BBRACH_EO_6019 71171042 HO702484 EO None 513
BBRACH_EO_6021 71171043 HO702485 EO None 517
BBRACH_EO_6022 71171044 HO702486 EO None 383
BBRACH_EO_6023 71171045 HO702487 EO None 501
BBRACH_EO_6024 71171046 HO702488 EO None 272
BBRACH_EO_6026 71171047 HO702489 EO None 437
BBRACH_EO_6027 71171048 HO702490 EO myoglobin NP_956880 1.00E-52 664
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BBRACH_EO_6029 71171049 HO702491 EO homologus to novel protein CAX14053 1.00E-10 767
similar to PRR18
BBRACH_EO_6031 71171050 HO702492 EO None 442
BBRACH_EO_6033 71171051 HO702493 EO None 396
BBRACH_EO_6034 71171052 HO702494 EO ATPase; Na+/K+ transporting; CAQ13999 3.00E-19 710
1
BBRACH_EO_6035 71171053 HO702495 EO Slyp/:\isﬁ; beta 4-like XM_002665906 1.00E-05 493
BBRACH_EO_6036 71171054 HO702496 EO None 445
BBRACH_EO_6038 71171055 HO702497 EO None 692
BBRACH_EO_6039 71171056 HO702498 EO None 484
BBRACH_EO_6040 71171057 HO702499 EO None 442
BBRACH_EO_6041 71171058 HO702500 EO None 334
BBRACH_EO_6043 71171059 HO702501 EO None 367
BBRACH_EO_6045 71171060 HO702502 EO B. brachyistius mitochondrial 776
genomic DNA
BBRACH_EO_6046 71171061 HO702503 EO None 427
BBRACH_EO_6047 71171062 HO702504 EO None 859
BBRACH_EO_6049 71171063 HO702505 EO None 360
BBRACH_EO_6050 71171064 HO702506 EO None 628
BBRACH_SM_3001 71171065 HO702507 SM parvalbumin 2 NP_571591 1.00E-48 617
BBRACH_SM_3002 71171066 HO702508 SM creatine kinase b; Ckmb NP_001099153 8.00E-53 713
BBRACH_SM_3003 71171067 HO702509 SM parvalbumin isoform 1b NP_956506 6.00E-19 496
BBRACH_SM_3004 71171068 HO702510 SM myosin; heavy polypeptide 6; XP_002667378 3.00E-50 505
cardiac muscle; alpha-like
BBRACH_SM_3006 71171069 HO702511 SM parvalbumin isoform 1b NP_956506 6.00E-27 547
BBRACH_SM_3007 71171070 HO702512  SM myosin heavy chain 4 CAM14143 5.00E-27 302
BBRACH_SM_3008 71171071 HO702513  SM None 939
BBRACH_SM_3010 71171072 HO702514  SM parvalbumin 2 NP_571591 6.00E-48 729
BBRACH_SM_3011 71171073 HO702515 SM 3'end of the mef2a gene BX323877 1.00E-40 691
myocyte enhancer factor 2a
BBRACH_SM_3012 71171074 HO702516  SM parvalbumin 2 NP_571591 1.00E-48 641
BBRACH_SM_3013 71171075 HO702517 SM parvalbumin 2 NP_571591 1.00E-48 641
BBRACH_SM_3014 71171076 HO702518 SM parvalbumin isoform 1c NP_997948 2.00E-36 548
BBRACH_SM_3015 71171077 HO702519  SM parvalbumin 2 NP_571591 1.00E-48 647
BBRACH_SM_3016 71171078 HO702520 SM myosin heavy chain b XP_001339206 4.00E-75 613
BBRACH_SM_3017 71171079 HO702521 SM None 244
BBRACH_SM_3018 71171080 HO702522 SM myosin; heavy polypeptide 6; XP_002667378 9.00E-41 450
cardiac muscle; alpha-like
BBRACH_SM_3019 71171081 HO702523 SM parvalbumin isoform 1c NP_997948 2.00E-36 547
BBRACH_SM_3020 71171082 HO702524  SM creatine kinase b; Ckmb NP_001099153 8.00E-53 713
BBRACH_SM_5001 71171083 HO702525 SM parvalbumin isoform 1c NP_997948 2.00E-47 502
BBRACH_SM_5002 71171084 HO702526  SM parvalbumin isoform 1c NP_997948 5.00E-47 480
BBRACH_SM_5003 71171085 HO702527 SM None 631
BBRACH_SM_5004 71171086 HO702528  SM myosin; heavy polypeptide 6; XP_002667378 3.00E-50 491
cardiac muscle; alpha-like
BBRACH_SM_5005 71171087 HO702529  SM parvalbumin 2 NP_571591 5.00E-48 630
BBRACH_SM_5006 71171088 HO702530 SM myosin heavy chain b XP_001339206 4.00E-56 505
BBRACH_SM_5007 71171089 HO702531 SM parvalbumin 2 NP_571591 5.00E-48 630
BBRACH_SM_7001 71171090 HO702532 SM myosin heavy chain b XP_001339206 4.00E-56 514
BBRACH_SM_7002 71171091 HO702533 SM parvalbumin isoform 1c NP_997948 2.00E-47 504
BBRACH_SM_7003 71171092 HO702534  SM myosin heavy chain b XP_001339206 4.00E-56 498
BBRACH_SM_7004 71171093 HO702535 SM troponin T; skeletal; fast T3b AAH65452 1.00E-26 480
BBRACH_SM_7005 71171094 HO702536  SM None 640
BBRACH_SM_7006 71171095 HO702537 SM parvalbumin 2 NP_571591 1.00E-48 627
BBRACH_SM_7007 71171096 HO702538 SM None 518
BBRACH_SM_7008 71171097 HO702539 SM parvalbumin isoform 1c NP_997948 8.00E-35 519
BBRACH_SM_7009 71171098 HO702540 SM None 668
BBRACH_SM_7010 71171099 HO702541 SM None 1104
BBRACH_SM_xxxxx 71171100 HO702542 SM myosin; heavy polypeptide 6; XP_002667378 9.00E-41 450
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cardiac muscle; alpha-like

Tabulated list of all ESTs sequenced. For each, the internal identifier used (EST_ID) is listed, along with the NCBI best accession number, and GenBank
accession number. For each EST, the library is indicated (EO denotes that the sequence was from a library where EO was used as tester, and SM was used
as driver; SM denotes that the sequence was from a library where SM was used as tester and EO was used as driver. If a match to a Danio rerio sequence
was found using NCBI blast, the accession number of the best match, and E-value for this match are listed. Finally, the size of the EST cloned is listed in
basepairs.




