Table S2 Tryptic peptides of ApCatSper 1-4, B, 8, and y identified by mass spectrometry
in immunoprecipitates obtained with anti-ApCatSper 2 and 3 antibodies.

anti-ApCatSper 2

anti-ApCatSper 3

Protein Peptide sequence
XCorr PEP (x107) XCorr PEP (x107)
HLQGT GPVGAQDAAQLK 4.67 2.8 477 3.3 3.3
RQTLVGPQDIILPSHLK 3.32 264.3 3.51 1,580.0
QTLVGPQDIILPSHLK 2.78 1,814.0
TLDDYYDEDEYTR 4.25 38.8 4.25 5.1
ApCatSper 1 | || A AJEQNAHIM(oX)R 3.05 338.0 2.88 86.8
EEDEEEEELQAR 3.40 235 3.77 8,256.0
AAEDALFDDGTHTKPIDTK 3.40 1,374.0 2.66 339.8
GNSANYLLSLSYHR 3.22 3,423.0
VWHDNLQMLWVNSPSET VWPR 4.91 3.8
VWHDNLQM(0x)LVNSPSETVWPR 3.65 2,890.0
YFQLMEALQENLQER 4.88 3.0
YFQLM(0x)EALQENLQER 4,54 3.2
MT SGIFDELAPLAEIFR 3.02 1,105.0
M(ox)TSGIFDELAPLAEIFR 4.70 3.0
ApCatSper 2 | VDLTYQDSFR 3.39 1,801.0 2.36 5,457.0
HGSSLT GLDGVK 3.38 1,900.0 2.69 7,826.0
TVGSSDALFR 2.33 1,575.0 1.64 14,310.0
MM (0ox)LDNPHGLVK 2.50 4,635.0
M(0ox)M(0x)LDNPHGL VK 2.95 1,125.0 3.04 6,046.0
FNEELER 2.64 5,156.0 1.98 21,570.0
NELFLEVK 2.61 8,295.0
WIRPDFEFHR 3.74 475.2
M(0x)SSESLPSLTR 2.63 6,853.0 2.55 3,115.0
ApCatSper 3 | LQQLHFEMVNLLAM(0x)ALEK 4.59 35.5 3.49 144.8
LQQLHFEM(0x)VNLLAM (0x)ALEK 3.68 5.8 4.71 1.8
QDSDVIIDDEGEM(0x)KR 3.09 2,090.0 2.67 27,260.0
KGDILSNLLELEQR 4.07 19,170.0 4.01 290.5
LFTFDPSAVQR 2.80 12,710.0 2.80 2,293.0
GITAEEEGFHDITK 4.04 191.5
ApCatSperd | |\ powrr 3.17 3,740.0 2.61 7,816.0
EVPIT SVDDVM(0x)AK 2.83 12,690.0 3.35 699.4
NSSLSPSAQALIK 2.42 11,070.0
: anti-ApCatSper 2 anti-ApCatSper 3
P;f,gt'g}f]d Peptide sequence . "
XCorr PEP (x107) XCorr PEP (x107)
EVVSIVDPHR 2.95 60,520.0
EVVSIVDPHREPIQILR 2.74 586.0 2.74 66,930.0
TFTFGADSWNVDLGHWK 2.71 968.8 1.63 70,060.0
YDVGVYR 221 73,780.0
ELLSFSVTNPSLLDVQVAR 4.78 70.7
NTYTENVYPHLVIR 4.31 317.9 3.94 1,775.0
ApCatSperp | NIYNADPSQPR 3.60 545.5 3.25 5,952.0
LHFVYDPLVT AEEFLHGSPK 3.24 1,614.0 4.07 1,139.0
RLHFVYDPLVT AEEFLHGSPK 4.05 4,164.0
LNDHYDASK 2.74 8,540.0
LGISIPLTK 2.44 3,679.0 2.47 63,560.0
FLILSSK 1.51 17,270.0
SIQESSHPVDSAIT VEHIAATR 4.81 5,635.0
TSLLTGAAVGHGLSR 3.56 3.78 48,510.0
LPYQVM(0x)NAGSNNR 3.25 11,320.0 2.63 58,220.0
LPYQVMNAGSNNR 1.95 4,419.0 2.69 463.9
ApCatSper 8 | TPQSWVEMLGR 2.23 13,200.0 2.63 61,980.0
ILQFPH 5,770.0 1.89 25,020.0
WSASLFPEDIGQTALR 1.94 28,690.0
HTETTFSSLSLPITLQEK 2.91 10,520.0
LDWVQSVFPYWVEPIVNNR 4.65 42,510.0 4.41 234.0
ENELAADTHDPFLQWHR 3.70 50,630.0
EGLDHRPIGESTTSTYIER 3.64 275.6 3.65 1,399.0
SVSGSILHSSLSK 3.06 6,942,0 3.52 1,805.0
YSLAAPQLTDGSLGHSEK 2.93 61,740.0
ApCatsS SSALMSAGSYPK 3.36 2,058.0
PLALSPENY | soal M(0x)SAGSYPK 2.86 578.6 2.84 248.9
FIAFDGYSR 2.55 1,827.0 1.97 5,283.0
ISNLHHR 2.51 72,890.0
DTTFVLLTR 2.43 6,191.0 2.25 7,796.0
AIHFET PGK 1.77 73,980.0
VQTTGIGT LDTAWK 3.29 939.7
XCorr, cross-correlation value; PEP (Posterior Error Probability) values were derived by mass spectrometric analysis of tryptic peptides by

the Proteome Discoverer (PD) software version 1.4.




