# contigs/transcripts/

Species Order Resource Tissue Origin # reads #bp unigenes/gene models| References
Limulus polyphemus Xiphosura genome adult third walking leg, larvae |1,700,000,000 N/A N/A [1]
Rhipicephalus (Boophilus) Acari BAC library N/A 3,072 136,474,000 24 [2]
microplus
Rhipicephalus (Boophilus) Acari EST library eggs, larvae, nymphs, adults, 42,512 N/A 13,643 [3,4]
microplus dissected adult organs

Rhipicephalus appendiculatus Acari EST library salivary gland 18,422 626,000 7,359 [5]
Ixodes scapularis Acari genome N/A N/A 1,388,472,180 24,925 [6,7]

Tetranychus urticae Acari genome embryos N/A ~10,000,000,000 18,414 [8]

Mesobuthus martensii Scorpiones BAC library male testis 46,080 46,080,000,000 N/A [9]
Mesobuthus martensii Scorpiones genome male adult muscle tissues of the|1,634,795,503| 1,128,500,000 32,016 [10]

pedipalp and metasoma
Loxosceles laeta Araneae EST library venom gland 3,008 N/A 1,357 [11]
Citharischius crawshayi Araneae EST library venom gland 282 N/A 44 [12]
Acanthoscurria gomesiana Araneae EST library hemocytes 7,584 N/A 3,723 [13]
Aphonopelma sp. Araneae EST library leg muscles of adults 2,507 N/A 305 [14]
Chilobrachys jingzhao Araneae EST library venom gland 788 N/A 356 [15]
Ornithoctonus huwena Araneae EST library venom gland 468 N/A 89 [16]
Lycosa singoriensis Araneae EST library venom gland 833 N/A 331 [17]
Dolomedes mizhoanus Araneae EST library venom gland 356 N/A N/A [18]
Gasteracantha cancriformis Araneae 454 Transcriptome | spinning gland of adult females 52,399 14,339,651 25,663 [19]
Actinopus spp. Araneae 454 Transcriptome | spinning gland of adult females 34,496 8,087,280 18,257 [19]
Stegodyphus lineatus Araneae 454 Transcriptome adult 457675 165,220,675 8,944 [20]
Stegodyphus tentoriicola Araneae 454 Transcriptome adult 459,994 157,317,948 6,094 [20]
Stegodyphus mimosarum Araneae 454 Transcriptome adult 542,510 175,230,730 5,893 [20]
Theridion grallator Araneae |lllumina Transcriptome adult females 239,263,493 N/A 104,481 [21]
Theridion californicum Araneae |lllumina Transcriptome adult females 250,930,772 N/A 128,391 [21]
Trittame loki Araneae 454 Transcriptome female venom glands N/A N/A 4,711 [22]
Latrodectus tredecimguttatus Araneae |lllumina Transcriptome venom glands 27,605,467 | 2,484,492,030 34,334 [23]
Latrodectus hesperus Araneae |lllumina Tag sequencing| female major ampullate silk 25,857,032 N/A 200,603 unique tags |[24]
glands
and cephalothorax

Latrodectus hesperus Araneae |lllumina Transcriptome| silk glands, cephalothorax, 149,000,000 N/A 103,365 [25]

seven pairs of venom glands




Gasteracantha arcuata Araneae |lllumina Transcriptome adults 23,370,495 | 4,674,099,000 54,871 [26]
Nasoonaria sinensis Araneae |lllumina Transcriptome adults 25,346,489 | 5,069,297,800 101,855 [26]
Gasteracantha hasselti Araneae |lllumina Transcriptome adults 16,416,304 | 3,283,260,800 75,455 [26]
Stegodyphus mimosarum Araneae genome adults N/A ~2,550,000,000 27,235 [27]
Acanthoscurria geniculata Araneae genome adults N/A ~6,000,000,000 ~70,000 [27]
Parasteatoda tepidariorum Araneae EST library embryos 24,360 16,537,059 N/A [28,29], this
study
Parasteatoda tepidariorum Araneae 454 Transcriptome embryos (stages 1-13) 1,040,006 639,294,706 21,959 isotigs this study
Parasteatoda tepidariorum Araneae |lllumina Transcriptome embryos (stages 1-14) 332,245,126 | 33,556,757,726 N/A his study
Parasteatoda tepidariorum Araneae |lllumina Transcriptome| nymphs, larvae, adult female, | 292,831,388 | 29,575,970,188 N/A this study
adult male
Parasteatoda tepidariorum Araneae | Combined assembly embryos, nymphs, larvae, 625,219,691 | 61,839,406,064 | 41,766 unique BLAST |this study
adults hits
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