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Supplementary Figure 1 -Alignment of tarantula myosin essential light chains with other myosin

light chains.

The abbreviation and Swiss-Prot accession number for the ELC sequences aligned are:
MLE_AEQIR, Aequipecten irradians(Bay scallop) striated adductor muscle ELC
(P07291); MLE1_As, MLE2_As, As.Contig98, Aphonopelma sp. (Tarantula) skeletal

muscle ELCs; Brazil. RBC.ELC: the minor ELC found in hemocytes of Acanthoscurria
gomesiana (tarantula) based on EST analysis; Q3L6K7_9ACAR, Haemaphysalis
ginghaiensis(tick) myosin ELC (Q3L6K7); MLC1_DROME, Drosophila melanogaster

(Fruit fly) myosin ELC (P06742). Dot indicates identity with the top sequence; Dash
indicates a gap inserted for spacing purposes. The calcium-binding residues conserved in
scallops are in bold.
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Supplementary Figure 2 - Alignment of tarantula myosin heavy chain S1 fragments with known
myosin heavy chains.

The abbreviation and Swiss-Prot accession number for the myosin heavy chain sequences
aligned are: MYS_AEQIR, Aequipecten irradians (Bay scallop) myosin heavy chain,
striated muscle (P24733); MYSA_DROME, Drosophila melanogaster (Fruit fly) myosin
heavy chain, muscle (P05661); MYHHeadl As, MYHHead2_ As, MYHHead3_ As,
MYHHead4_As, Aphonopelma sp. (Tarantula) skeletal muscle myosin heavy chain
isoforms; MYSS_CHICK, Gallus gallus (Chicken) myosin heavy chain, skeletal muscle,
adult (P13538); MYHB_CHICK, Gallus gallus (Chicken) myosin heavy chain, gizzard
smooth muscle (P10587). Dot indicates identity with the top sequence; Dash indicates a
gap inserted for spacing purposes.The ATP and actin binding regions, the loop regions,
the light chain binding regions are underlined.
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Supplementary Figure 3 - Alignment of tarantula myosin heavy chain tail fragments with
corresponding parts of known myosin heavy chains.

The abbreviation and Swiss-Prot accession number for the myosin heavy chain sequences
aligned are: MYS_AEQIR, Aequipecten irradians (Bay scallop) myosin heavy chain,
striated muscle (P24733); MYSA_DROME, Drosophila melanogaster (Fruit fly) myosin
heavy chain, muscle (P05661); MYHhead3_S2_As, Aphonopelma sp. (Tarantula)
skeletal muscle myosin heavy chain head 3 S2 part; MYHTaill_As, Aphonopelma sp.
(Tarantula) skeletal muscle myosin heavy chain major isoform; MYHTail2_As,
Aphonopelma sp. (Tarantula) skeletal muscle myosin heavy chain minor isoform;

MYSS_CHICK, Gallus gallus (Chicken) myosin heavy chain, skeletal muscle, adult

1834
1836
620
282
1848
1846

1884
1886
670
332
1898
1896

1925
1926
711
373
1937
1946

(P13538); MYHB_CHICK, Gallus gallus (Chicken) myosin heavy chain, gizzard smooth

muscle (P10587). Dot indicates identity with the top sequence; Dash indicates a gap

inserted for spacing purposes. The skip residues are boxed. The numbering above the
sequences (20, 40 etc) starts from the beginning of the coiled-coil tail. The numbering of
all MYS are based on true residue numbers except MYHhead3_S2_As.


Zhu Jingui
矩形


ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1_Brazil
ACT3_Brazil
ACT2_As
ACT1_As
ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1_Brazil
ACT3 Brazil
ACT2_As

ACT1_As

ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1 Brazil
ACT3_Brazil
ACT2_As

ACT1_As

ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

ACT1_DROME
ACT2_DROME
ACT2 Brazil
ACT1 Brazil
ACT3_Brazil
ACT2_As

ACT1_As

ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

* 20 * 40 * 60
MCDEEVAALVVDNGSGMCKAGFAGDDAPRAVFPS IVGRPRHQGVMVGMGQKDSYVGDEAQ

* 80 * 100 * 120

* 140 * 160 * 180
TQIMFETFENTPAMYVAIQAVLSLYASGRTTGIVLDSGDGVSHTVPIYEGYALPHAILRLD

* 200 * 220 * 240

120
120

120
120

120
120
120
120
120

180



ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1_Brazil
ACT3_Brazil
ACT2_As
ACT1_As
ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1_Brazil
ACT3 Brazil
ACT2_As

ACT1_As

ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

ACT1_DROME
ACT2_DROME
ACT2_Brazil
ACT1 Brazil
ACT3_Brazil
ACT2_As

ACT1_As

ACT3_DROME
ACT5_DROME
ACT4_DROME
ACT6_DROME

* 260 * 280 * 300

YELPDGQV I T IGNERFRCPEALFQPSFLGMEACG IHETTYNSIMKCDVD IRKDLYANTVL 300
.................... RN 10 1o
............................... S e e e eeaeaa... 300
............................... S e iaa.... 300
............................... I 1 1o
............................... Py £
.................... L I~ Y o M o o
.................... S SN e ao...1.. 300
.................... S oSN e o...1.. 300
................. T e oS e N Qe e e e N.. 300
............................... SV e eaae.. 300
* 320 * 340 * 360
SGGTTMYPG I ADRMQKE I TALAPSTMK 1K I IAPPERKYSVWIGGS ILASLSTFQQMWISK 360
............................................................ 360
............................................................ 360
............................................................ 360
............................................................ 360
............................................................ 333
............................................................ 360
................... Y 110
............................................................ 360
............................................................ 360
............................................................ 360
*
QEYDESGPSIVHRKCF 376
________________ 376
................ 376
................ 376
................ 376
________________ 349
................ 376
........ Gewwoo... 376
........ Gewwvu... 376
________ Gooo.... 376
........ G.o..... 376

Supplementary Figure 4 - Alignment of tarantula actins with other actins.

The abbreviation and Swiss-Prot accession number for the actin sequences aligned are:
ACT1 _DROME: Drosophila melanogaster (Fruit fly)cytoplasmic actin, Act5C(P10987);
ACT2_DROME: Drosophila melanogaster (Fruit fly)cytoplasmic actin, Act42A
(P02572); ACT3_DROME:Drosophila melanogaster (Fruit fly) Actin-57B(P53501);
ACT4_DROME: Drosophila melanogaster (Fruit fly) Actin, larval muscle(P02574);
ACT5_DROME: Drosophila melanogaster (Fruit fly) Actin-87E(P10981); ACT6
_DROME: Drosophila melanogaster (Fruit fly) Actin, indirect flight muscle(P83967).
ACT1 As, ACT2_As, Aphonopelma sp. (Tarantula) Actin isoform 1(major) and 2
(minor); ACT1_Brazil, ACT2_Brazil, ACT3_Brazil, the actin isoforms found in
hemocytes of Acanthoscurria gomesiana (tarantula) based on EST analysis. Dot indicates
identity with the top sequence; Dash indicates a gap inserted for spacing purposes.
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Supplementary Figure 5 - Alignment of tarantula TnCs with known TnCs.

The abbreviation and Swiss-Prot or GenBank accession number for the TnC sequences
aligned are: TNNC2_DROME, Drosophila melanogaster (Fruit fly) Troponin C, isoform
2 (P47948); TNNC3_DROME, Drosophila melanogaster (Fruit fly) Troponin C, isoform
(P47949); TNNC_TACTR, Tachypleus tridentatus (Japanese horseshoe crab) Troponin C
(P15159); TNNC _lycosa, Lycosa singoriensis (Chinese wolf spider) Troponin C
(ABX75382); TNNC1_As, Aphonopelma sp. (Tarantula) skeletal muscle Troponin C,
isoform 1; TNNC1 _DROME, Drosophila melanogaster (Fruit fly) Troponin C, isoform 1
(P06742); Q175S7_AEDAE, Aedes aegypti (Yellowfever mosquito) Troponin C
(Q175S7). Dot indicates identity with the top sequence; Dash indicates a gap inserted for
spacing purposes. The EF-hands are labelled.
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Supplementary Figure 6 - Alignment of tarantula Tnls with Drosophila Tnls.

The abbreviation and GenBank or Swiss-Prot accession number for the Tnls aligned are:
TNNI1_As, TNNI2_As, TNNI3_As, Aphonopelma sp. (Tarantula) Tnl isoforml, 2 and 3
(partial) ; TNNI2_DROME, Drosophila melanogaster (Fruit fly) Troponin I isoform E
(NP_728139); TNNI_DROME, Drosophila melanogaster (Fruit fly) Troponin I (Tn I)
(P36188). Dot indicates identity with the top sequence; Dash indicates a gap inserted for
spacing purposes
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Supplementary Figure 7 - Alignment of tarantula TnTs with known arthropoda TnTs.

The abbreviation and Swiss-Prot accession number for the TnTs aligned are: TNNT1_As,
TNNT2_As, Aphonopelma sp. (Tarantula) TnT isoforml and 2 (partial);
TNNT_DROME, Drosophila melanogaster (Fruit fly) Troponin T, skeletal muscle
(P19351); TNNT_PERAM, Periplaneta americana (American cockroach) Troponin T
(Q9XZ71). Dot indicates identity with the top sequence; Dash indicates a gap inserted for
spacing purposes.
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TPM2_DROME ..ML..D..T.S...S..L.F..DE..V..D.VRS..S..M...... K.. 200
TPM_BOOMI = .TeeDeceeeeeann. T | 200
* 220 * 240 *
TPM2_As GNNLKSLEVSEEKALQKEETYEMT IRQMTQRLQEAEARAEFAERSVQKLQ 250
TPML_AS  eeeeeeceeeeee QuReuAGOe Lo uSu Kot 142
TPM2_DROME . .S.uucccen... N.RV.EFKREMKTLSIK.K. ..Q...H._.KQ.KR.. 250
TPM_BOOME e e e e eeeeeeees Quvn-- N oo e e e e e e 250
260 * 280
TPM2_As KEVDRLEDELVQEKEKYKAISDELDQTFAELTGY 284
TPML_AS oot e e e e e e e 176
TPM2_DROME oo oo - ROFN. ..o, CoDeeeeeee e 284
TPM_BOOME  « e e e e e e e S..... 284

Supplementary Figure 8 - Alignment of tarantula TPMs with known arthropoda TPMs.

The abbreviation and Swiss-Prot accession number for the TPMs aligned are: TPM1_As,
TPM2_As, Aphonopelma sp. (Tarantula) TPM isoform1(major) and 2 (minor); TPM2
_DROME, Drosophila melanogaster (Fruit fly) Tropomyosin-2(P09491); TPM_BOOMI,
Boophilus microplus (Cattle tick) Tropomyosin (097162). Dot indicates identity with the
top sequence; Dash indicates a gap inserted for spacing purposes.





